CD4: 55% 



>ref |NP_000607. i| CD4 antigen precursor [Homo sapiens] 
Length=458 

GENE ID: 920 CD4 | CD4 molecule [Homo sapiens] (Over 100 PubMed links) 
Score = 459 bits (1181), Expect = 2e-129 

Identities = 249/450 (55%), Positives = 314/450 (69%), Gaps = 8/450 (1%) 

Query 9 rl 1 1 lllqlsql 1AVTQGKTLVLGKEGESAELPCESSQKKITVFTWKFSDQRKILGQHGK 68 

R LLL+LQL+ L A TQGK +VLGK+G++ EL C +SQKK F WK S+Q KILG G 
Sbjct 8 RHLLLVLQLALLPAATQGKK WLGKKGDTVELTCTASQKKS IQFHWKNSNQ I K I LGNQGS 67 

Query 69 GVLIRGGSPSQFDRFDSKKGAWEKGSFPLIINKLKAfEDSQTYICELENRKEEVELWVFKV 128 

+ G DR DS++ W++G+FPLII LK+EDS TYICE+E++KEEV+L VF + 
Sbjct 68 —FLTKGPSKLNDRADSRRSLTOGNFPLIIKM.KIEDSDTYICEVEDQKEEVQLLVFGL 125 

Query 1 29 TFSPgt s 1 lqgqs 1 1 1 1 IDSNSKVSNPLTECKHkkgk v v sgsk vLSMSNLRVQDSDFWNC 1 88 

T + T LLQGQSLTLTL+S S+P +C+ +GK + G K LS+S L +QDS W C 
Sbjct 126 TANSDTHLLQGQSLTLTLESPPG-SSPSVQCRSPRGKNIQGGKTLSVSQLELQDSGTWTC 184 

Query 189 TVTLDQKKNWFGMTLSVLGFQSTAITAYKSEGESAEFSFPLNFAEEN — GWGELMWKAEK 246 

TV +QKK F + + VL FQ + YK EGE EFSFPL F E G GEL W+AE+ 
Sbjct 185 TVLQNQKKVEFKIDIVVLAFQKASSIVYKKEGEQVEFSFPLAFTVEKLTGSGELWWQAER 244 

Query 247 DS FFQPW I SFS I KNKE VS VQKSTKDLKLQLKETLPLTLK I PQVSLQFAGSGNLTLTLDK- 305 

S + WI+F +KNKEVSV++ T+D KLQ+ + LPL L +PQ Q+AGSGNLTL L+ 
Sbjct 245 ASSSKSWITFDLKNKEVSVKRVTQDPKLQMGKKLPLHLTLPQALPQYAGSGNLTLALEAK 304 

Query 306 -GTLHQEVNLVVMKVAQLNNTLTCEVMGPTSPKMRLTLKQENQEARVSEEQKVVQVVAPE 364 

G LHQEVNLVVM+ QL LTCEV GPTSPK+ L+LK EN+EA+VS+ +K V V+ PE 
Sbjct 305 TGKLHQEVNLVVMRATQLQKNLTCEVWGPTSPKLMLSLKLENKEAKVSKREKAVWVLNPE 364 

Query 365 TGLWQCLLSEGDKVKMDSRIQVLSRGVNQTVFLA-CVlggsfgf lgf lglcilccVRCRH 423 

G+WQCLLS+ +V ++S I+VL +A VLGG G L F+GL I CVRCRH 

Sbjct 365 AGMWQCLLSDSGQVLLESNIKVLPTWSTPVQPMALIVLGGVAGLLLFIGLGIFFCVRCRH 424 

Query 424 QQRQAARMSQ I KRLLSEKKTCQCPHRMQKS 453 

++RQA RMSQIKRLLSEKKTCQCPHR QK+ 
Sbjct 425 RRRQAERMSQIKRLLSEKKTCQCPHRFQKT 454 



Her2: 87% 

GENE ID' 2064 ERBB2 | v-erb-b2 erythroblastic leukemia viral oncogene homolog 
2, neuro/glioblastoraa derived oncogene homolog (avian) [Homo sapiens] 
(Over 100 PubMed links) 

Score = 2308 bits (5981), Expect =0.0 

Identities = 1101/1256 (87%), Positives = 1156/1256 (92%), Gaps = 1/1256 (0%) 

Query 1 MELAAWCRWGFLULLSPGAAGTQVCTGTDMKLRLPASPETHLDMLRHLYOGCQWQGIC 60 

MELAA CRWG LLALL PGAA TQVaCTDiKLRLPASPETHLDMLRHLYOGCOWQGNL 
Sbjct 1 MELAALCRWGLLLALLPPGAASTQVCTGTDMKLRLPASPETHLDMLRHLYQGCQVVQGNL 60 

Query 61 ELTYLPANASLSFLQDIQEVQGYMLIAHNRVKHVPLQRLRIVRGTQLFEDKYALAVLDNR 120 

ELTYLP NASLSFLQDIQEVQGY+LIAHN+V+ VPLQRLR I VRGTQLFED YALAVLDN 
Sbjct 61 ELTYLPTNASLSFLQDIQEVQGYVLIAHNQVRQVPLQRLRIVRGTQLFEDNYALAVLDNG 120 

Query 121 DPLDNVnAAPGRTPEGLRELQLRSLTEILKGGVLIRGNPQLCYQDMVLWKDVLRKNNQL 180 

DPL+N TT G +P GLRELQLRSLTE I LKGG VL I + NPQLCYQD +LWKD+ KNNQL 
Sbjct 121 DPLNN-TTPVTGASPGGLRELQLRSLTEILKGGVLIQRNPQLCYQDTILWKDIFHKNNQL 1 79 

Query 181 APVDNOTNRSRACPPCAPTCIQNHOTGESPEXQILTGTiasaARCKGRLPTDCCHEQ 240 

A +DTNRSRAC PC+P CK + CWGES EDCQ LT T+C GCARCKG LPTDCCHEQ 
Sbjct 180 ALTLIDTNRSRACHPCSPMCKGSRCWGESSEDCQSLTRTVCAGGCARCKGPLPTDCCHEQ 239 

Query 241 CAAGCTGPKHSDCLACLHFNHSGICELHCPALITYNTDTFESMLNPEGRYTFGASCVTTC 300 

CAAGCTGPKHSDCLACLHFNHSGICELHCPAL+TYNTDTFESM NPEGRYTFGASCVT C 
Sbjct 240 CAAGCTGPKHSDCLACLHFNHSGICELHCPALVTYNTDTFESMPNPEGRYTFGASCVTAC 299 

Query 301 PYNYLSTEVGSCTLVCPPNNQEVTAEDGTQRCEKCSKPCAGVCYGLGMEHLRGARAITSD 360 

PYNYLST+VGSCTLVCP +NQEVTAEDGTQRCEKCSKPCA VCYGLGMEHLR RA+TS 
Sbjct 300 PYNYLSTDVGSCTLVCPLHNQEVTAEDGTQRCEKCSKPCARVCYGLGMEHLREVRAVTSA 359 

Query 361 NIQEFAGCKKIFGSLAFLPESFDGNPSSGVAPLKPEHLQVFETLEEITGYLYISAWPESF 420 

NIQEFAGCKK I FGSLAFLPESFDG+P+S APL+PE LQ VFETLEEI TGYLY ISAWP+S 
Sbjct 360 NIQEFAGCKK I FGSLAFLPESFDGDPASNTAPLQPEQLQVFETLEE I TGYLY I SAWPDSL 419 

Query 421 QDLSVFQNLRVIRGRILHDGAYSLTLQGLGIHslglrslrelgsglallHRNTHLCFVNT 480 

DLS VFQNL+V IRGRI LH+GAYSLTLQGLG I LGLRSLRELGSGLAL I H NTHLCFV+T 
Sbjct 420 PDLS VFQNLQV I RGR I LHNGAYSLTLQGLG I SWLGLRSLRELGSGLAL IHHNTHLCFVHT 479 

Query 481 VPWDQLFRNPHQALLHSGNRPEEACGLEGLVCNSLCARGHCWGPGPTQCVNCSQFLRGQE 540 

VPWDQLFRNPHQALLH+ NRPE+ C EGL C+ LCARGHCWG PGPTQCVNCSQFLRGQE 
Sbjct 480 VPWDQLFRNPHQALLHTANRPEDECVGEGLACHQLCARGHCWGPGPTQCVNCSQFLRGQE 539 

Query 541 CVEECRVWKGLPREYVRGKHCLPCHPECQPQNSSETCYGSEADQCEACAHYKDSSSCVAR 600 

CVEECRV +GLPREYV +HCLPCHPECQPQN S TC+G EADQC ACAHYKD CVAR 
Sbjct 540 CVEECRVLQGLPREYVNARHCLPCHPECQPQNGSVTCFGPEADQCVACAHYKDPPFCVAR 599 

Query 601 CPSGVKPDLSYMPIWKYPDEEGICQPCPINCTHSCVDLDERGCPAEQRASPVTFIlATvv 660 

CPSGVKPDLSYMPIWK+PDEEG CQPCPINCTHSCVDLD++GCPAEQRASP+T 11+ VV 
Sbjct 600 CPSGVKPDLSYMPIWKFPDEEGACQPCPINCTHSCVDLDDKGCPAEQRASPLTSI ISAVV 659 



Query 661 



gv 1 1 fl i i v v v i gi 1 i krrr qk i rkYTMRRLLQETELVEPLTPSGAVPNQAQMR I LKETE 720 



G+LL +++ VV G I LI KRR+QK I RKYTMRRLLQETEL VEPLTPSGA+PNQAQMR I LKETE 
Sbjct 660 G I LL WVLG VVFG I LI KRRQQK I RKYTMRRLLQETEL VEPLTPSGAMPNQAQMR I LKETE 719 

Query 721 LRKLKVLGSGAFGTVYKGIWIPDGENVKIPVAIKVLRENTSPKANKEILDEAYVMAGVGS 780 

LRK+KVLGSG AFGT VYKG I W I PDGENVK I PVA I KVLRENTSPKANKE I LDEAYVMAGVGS 
Sbjct 720 LRK VKVLGSGAFGTVYKG I W IPDGENVKIPVA I KVLRENTSPKANKE I LDEAYVMAGVGS 779 

Query 781 PYVSRLLGICLTSTVQLVTQLMPYGCLLDHVREHRGRLGSQDLLNWCVQIAKGMSYLEEV 840 

PYVSRLLGICLTSTVQLVTQLMPYGCLLDHVRE+RGRLGSQDLLNft T C+QIAKGMSYLE+V 
Sbjct 780 PYVSRLLGICLTSTVQLVTQUIPYGCLLDHVRENRGRLGSQDLLN^VCMQIAKGMSYLEDV 839 

Query 841 RL VHRDLAARNVLVKSPNHVKI TDFGLARLLDI DETE^TIADGGKVP I KWMALES I LRRRF 900 

RL VHRDLAARNVLVKSPNHVKI TDFGLARLLDI DETEYHADGGKVPI KWMALES I LRRRF 
Sbjct 840 RLVHRDLAARNVLVKSPNHVKITDFGLARLLDIDETEYHADGGKVPIKft^lALESILRRRF 899 

Query 901 THQSDVWSYGVTVWELMTFGAKPYDGIPAREIPDLLEKGERLPQPPICTIDVYMIMVKCW 960 

THQSDVWS YG VT VWELMTFG AKPYDG I PARE I PDLLEKG ERLPQPP I CT I D VYM IM VKCW 
Sbjct 900 THQSDVWS YGVT VWELMTFG AKPYDG I PARE I PDLLEKG ERLPQPP I CT I D VYM I MVKCW 959 

Query 961 M I DS ECRPRFRELVSEFSRMARDPQRF VV I QNEDLGPSS PMDSTFYRSLLEDDDMGELVD 1020 

MIDSECRPRFRELVSEFSRMARDPQRFVVIQNEDLGP+SP+DSTFYRSLLEDDDMG+LVD 
Sbjct 960 MIDSECRPRFRELVSEFSRMARDPQRFVVIQNEDLGPASPLDSTFYRSLLEDDDMGDLVD 1019 

Query 1021 AEEYLVPQQGFFSPDPALGtgstahrrhrsssarsgggeltlglepseeepprsplapse 1080 

AEEYLVPQQGFF PDPA G G H RHRSSS RSGGG+LTLGLEPSEEE PRSPLAPSE 
Sbjct 1020 AEEYLVPQQGFFCPDPAPGAGGMVHHRHRSSSTRSGGGDLTLGLEPSEEEAPRSPLAPSE 1079 

Query 1081 GAGSDVFDGDLAVGVTKGLQSLSPHDLSPLQRYSEDPTLPLPPETDGYVAPLACSPQPEY 1 140 

GAGSDVFDGDL -KJ KGLQSL HD SPLQRYSEDPT+PLP ETDGYVAPL CSPQPEY 
Sbjct 1080 GAGSDVFDGDLGMGAAKGLQSLPTHDPSPLQRYSEDPTVPLPSETDGYVAPLTCSPQPEY 1 1 39 

Query 1 141 VNQPEVRpqspltpegppppirpAGATLERPKTLSPGKNGVVKDVFAFGGAVENPEYLAP 1200 

VNQP+VRPQ P EGP P RPAGATLERPKTLSPGKNGVVKDVFAFGGAVENPEYL P 
Sbjct 1 140 VNQPDVRPQPPSPREGPLPAARPAGATLERPKTLSPGKNGVVKDVFAFGGAVENPEYLTP 1 199 

Query 1 20 1 RAGTASQPHPSPAFSPAFDNLYYWDQNSSEQGPPPSTFEGTPTAENPEYLGLDVPV 1 256 

+ G A QPHP PAFSPAFDNLYYWDQ+ E+G PPSTF+GTPTAENPEYLGLDVPV 
Sbjct 1200 QGGAAPQPHPPPAFSPAFDNLYYWDQDPPERGAPPSTFKGTPTAENPEYLGLDVPV 1255 



CD80: 45% 



>ref |NP_005182. l| CD80 antigen precursor [Homo sapiens] 
Length=288 

GENE ID: 941 CD80 | CD80 molecule [Homo sapiens] (Over 10 PubMed links) 
Score = 228 bits (581), Expect = 5e-60 

Identities = 124/271 (45%), Positives = 171/271 (63%), Gaps = 6/271 (2%) 

Query 18 CPrl i 1 If vl 1 i r- 1 SQVSSDVDEQLSKSVKDK V1LPCR YNSPHEDESEDR I YWQKHDKV 76 

CP L +L++ LS S V ++K VK+ L C +N E+ ++ RIYWQK K+ 
Sbjct 14 CPYLNFFQLLVLAGLSHFCSGVIH-VTKEVKEVATLSCGHNVSVEELAQTRITOKEKKM 72 

Query 77 VLSVIAGKLKVWPEYKNRTLYDNn-YSLIILGLVLSDRGTYSCWQKKERGTYEVKHLA 135 

VL++++G + +WPEYKNRT++D T S++IL L SD GTY CW K E+ ++ +HLA 
Sbjct 73 VLBftlSGD\INIWPEYKNRTIFDITNNLS IVI LALRPSDEGTYECVVLKYEKDAFKREHLA 132 

Query 136 LVKLS I KADFSTPN I TESGNPSADTKR ITCFASGGFPKPRFSWLENGRELPG INTT ISQD 195 

V LS+KADF TP+I++ P+++ +RI C SGGFP+P SWLENG EL INTT+SQD 
Sbjct 133 EVTLSVKADFPTPS I SDFE I PTSNIRR I ICSTSGGFPEPHLSWLENGEELNA INTTVSQD 192 

Query 196 PESELYTISSQLDFNTTRNHTIKCLIKYGDAHVSEDFTWEKPPEDP-PDSKNTLVLFGAG 254 

PE+ELY +SS+LDFN T NH+ CLIKYG V++ F W ++ PD N L + 
Sbjct 193 PETELYAVSSKLDFNMTTNHSFMCLIKYGHLRVNQTFN^VNTTKQEHFPD — NLLPSWAIT 250 

Query 255 FGAv i t vv vi vv i i KCFCKHRSCFRRNEASR 285 

+V + VI + CF RRNE R 

Sbjct 251 LI SVNG I F VI CCLT YCFAPRCRERRRNERLR 281 



CD86: 50% 



>ref |NP_787058. 3| CD86 antigen isoform 1 [Homo sapiens] 
Length=329 

GENE ID: 942 CD86 | CD86 molecule [Homo sapiens] (Over 10 PubMed links) 
Score = 287 bits (734), Expect = 9e-78 

Identities = 154/305 (50%), Positives = 198/305 (64%), Gaps = 9/305 (2%) 



Query I MDPRCTMGLA I L IFVTVLLI SDAVSVETQAYFNGTAYLPCPFTKAQNI SLSELVVFWQDQ 60 

MDP+CTMGL+ ++FV L+S A ++ QAYFN TA LPC F +ON SLSELVVFWQDQ 

Sbjct 1 MDPQCTMGLSNI LFVMAFLLSGAAPLK IQAYFNETADLPCQFANSQNQSLSELVVFWQDQ 60 

Query 61 QKLVLYEHYLGTEKLDSVNAKYLGRTSFDRNNWTLRLHNVQIKDMGSYDCFI QKKPPTGS 1 20 

+ LVL E YLG EK DSV++KY+GRTSFD ++WTLRLHN+QIKD G Y C I K PTG 

Sbjct 61 ENLVLNEVYLGKEKFDSVHSKY^OTSFDSDSWTLRLHNLQIKDKGLYQCIIHHKKPTGM 120 

Query 121 I I LQQTLTELS V I ANFSEPE I KLAQNVTGNSGINLTCTSKQGHPKPKKMYFL I — TNSTN 178 

I + Q +ELSV+ANFS+PEI N+T N INLTC+S G+P+PKKM L+ NST 

Sbjct 121 IRIHQMNSELSVLANFSQPEIVPISNITENVYINLTCSSIHGYPEPKKMSVLLRTKNSTI 180 

Query 1 79 EYGDNMQISQDNVTE1 f s i sns 1 s 1 sf PDGVWHMTVVCVLETESMK I SSKPLNFTQEFPS 238 

EY MQ SQDNVTEL+ +S SLS+SFPD +MT+ C+LET+ ++ S P + E P 

Sb j c t 181 EYDGVMQKSQDNVTELYDVS I SLSVSFPDVTSNMT I FC I LETDKTRLLSSPFS I ELEDPQ 240 

Query 239 P QT YWKE itasvtvalllvmllii vCHKKPNQPSRP SNTASKLERDSNADRET 291 

P W + ++V LI+ KK +P +NT + E + RE 

Sbjct 241 PPPDHIPWITAVLPTVIICVMVFCLILWKWKKKKRPRNSYKCGTNTMEREESEQTKKREK 300 



Query 292 INLKE 296 
I++ E 

Sbjct 301 IHIPE 305 



CD28: 69% 



>ref |NP_006130. 1 1 CD28 antigen [Homo sapiens] 
Length=220 

GENE ID: 940 CD28 | CD28 molecule [Homo sapiens] (Over 100 PubMed links) 
Score = 297 bits (760), Expect = 5e-81 

Identities = 152/219 (69%), Positives = 171/219 (78%), Gaps = 5/219 (2%) 

Query 3 LRLLFULNFF-SVQVTENKILVKQSPLLVVDSNEVSLSCRYSYNLUKEFRASLYKGVN 61 

LRLL LALN F S+QVT NKILVKQSP+LV N V+LSC+YSYNL ++EFRASL+KG++ 
Sbjct 2 LRLL-LALNLFPSIQVTGNKILVKQSPMLVAYDNAVNLSCKYSYNLFSREFRASLHKGLD 60 

Query 62 SDVEVCVGNGNFTYQPQFRSNAEFKCDGDFDNETVTFRLWM.HWHTDIYFCKIEFfclYPP 121 

S VEVCV GN++ Q Q S FNCDG NE+VTF L NL+VN TDIYFCKIE MYPP 
Sbjct 61 SAVEVCVVYGNYSQQLQVYSKTGFNCDGKLGNESVTFYLQNLYVNQTDIYFCKIEWPP 120 

Query 122 PYLDNERSNGTI IHIKEKHLCHTQSSP — KLFWALVWAGVLFCYGLLVTVALCVIWTN 178 

PYLDNE+SNGTI IH+K KHLC + P K FW LVVV GVL CY LLVTVA + W 
Sbjct 121 PYLDNEKSNGTI IHVKGKHLCPSPLFPGPSKPFWVLVVVGGVLACYSLLVTVAFI I FWVR 180 

Query 179 SRRNRLLQSDYMNMTPRRPGLTRKPYQPYAPARDFAAYR 217 

S+R+RLL SDYMNMTPRRPG TRK YQPYAP RDFAAYR 
Sbjct 181 SKRSRLLHSDYMNMTPRRPGPTRKHYQPYAPPRDFAAYR 219 



CD70: 56% 



>ref |NP_001243. 1 1 tumor necrosis factor ligand superfamily, member 7 [Homo sapiens] 
Length=193 

GENE ID: 970 CD70 | CD70 molecule [Homo sapiens] (Over 10 PubMed links) 
Score = 195 bits (495), Expect = 2e-50 

Identities = 110/195 (56%), Positives = 124/195 (63%), Gaps = 2/195 (1%) 

Query 1 MPEEGRPCPWVRWSGTAFQRQWPWLLLWFITVFCOTHCSGLLSKQQQRLLEHPEPHTA 60 

MPEEG C R R L+ +V V C QQQ LE A 

Sbjct 1 MPEEGSGCSVRRRPYGCVLRAA — LVPLVAGLVICLVVCIQRFAQAQQQLPLESLGWDVA 58 

Query 61 ELQLNLTVPRKDPTLRWGAGPALGRSFTHGPELEEGHLR I HQDGLYRLHIQVTLANCSSP 1 20 

ELQLN T P++DP L W GPALGRSF HGPEL++G LRIH+DG+Y +HIQVTLA CSS 
Sbjct 59 ELQLNHTGPQQDPRLYWQGGPALGRSFLHGPELDKGQLRIHRDGIYMVHIQVTLAICSST 1 18 

Query 121 GSTLQHRATLAVGICSPAAHGISLLRGRFGQDCTVALQRLTYLVHGDVLCTNLTLPLLPS 180 

++ H TLAVGICSPA+ ISLLR F Q CT+A QRLT L GD LCTNLT LLPS 
Sbjct 1 19 TASRHHPTTLAVGICSPASRSISLLRLSFHQGCTIASQRLTPLARGDTLCTNLTGTLLPS 178 

Query 181 RNADETFFGVQW ICP 195 

RN DETFFGVQW+ P 
Sbjct 179 RNTDETFFGVQWVRP 193 



CDllb: 70% 



>ref |NP_000623. 2| integrin alpha M precursor [Homo sapiens] 
Length=1152 

GENE ID: 3684 ITGAM | integrin, alpha M (complement component 3 receptor 3 
subunit) [Homo sapiens] (Over 100 PubMed links) 

Score = 1765 bits (4571), Expect =0.0 

Identities = 863/1153 (74%), Positives = 1003/1153 (86%), Gaps = 1/1153 (0%) 

Query 1 M t lka 1 1 vta la 1CHGFNLDTEHPMTFQENAKGFGQSVVQLGGTS WVAAPQEAKAVNQT 60 

M L+ LL+TAL LCHGFNLDTE+ MTFQENA+GFGQSVVQL G+ VVV APQE A NQ 
Sbjct 1 MALRVLLLTALTLCHGFNLDTENAMTFQENARGFGQSVVQLQGSRVV VGAPQE I VAANQR 60 

Qu er y 61 GALYQCDYSTSRCHP I PLQVPPEA VNMSLGLSLA VSTVPQQLLACGPTVHQNCKENT VVN 1 20 

G+LYQCDYST C PI LQVP EA VNMSLGLSLA +T P QLLACGPTVHQ C ENTYV 
Sbjct 61 GSLYQCDYSTGSCEPIRLQVPVEAV^SLGLSLAATTSPPQLLACGPTVHQTCSENTYVK 1 20 

Query 121 GLCYLFGSNLLRPPQQFPEALRECPQQESDIVFLIDGSGSINNIDFQ^KEFVSTVMEQF 180 

GLC+LFGSNL + PQ+FPEALR CPQ++SDI FLIDGSGSI DF++MKEFVSTVMEQ 
Sbjct 121 GLCFLFGSNLRQQPQKFPEALRGCPQEDSDIAFLIDGSGSI IPHDFRRMKEFVSTVMEQL 180 

Query 181 KKSKTLFSLMQYSDEFR I HFTFNDFKRNPSPRSHVSP I KQLNGRTKTASG I RK VVRELFH 240 

KKSKTLFSLMQYS+EFRIHFTF +F+ NP+PRS V PI QL CRT TA+GIRKVVRELF+ 
Sbjct 181 KKSKTLFSLMQYSEEFR I HFTFKEFQNNPNPRSLVKPI TQLLGRTHTATG I RK VVRELFN 240 

Query 241 KTNGARENAAKILVVITDGEKFGDPLDYKDVIPEADRAGVIRYVIGVGNAFNKPQSRREL 300 

TNGAR+NA KILVVITDGEKFGDPL Y+DVIPEADR GVIRYVIGVG+AF +SR+EL 
Sbjct 241 ITNGARKNAFKILVVITDGEKFGDPLGYEDVIPEADREGVIRYVIGVGDAFRSEKSRQEL 300 

Query 301 DT I ASKP AGEH VFQVDNFE ALNT I QNQLQEK I FA I EGTQTGSTSSFEHEMSQEGFS AS I T 360 

+TIASKP +HVFQV+NFEAL TIQNQL+EKIFAIEGTQTGS+SSFEHEMSQEGFSA+IT 
Sbjct 301 NTI ASKPPRDH VFQVNNFEALKT IQNQLREK I FA I EGTQTGSSSSFEHEMSQEGFSAAIT 360 

Query 361 SNGPLLGSVGSFDWAGGAFLYTSKDKVTFINTTRVDSDMNDAYLGYASAVILRNRVQSLV 420 

SNGPLL +VGS+DWAGG FLYTSK+K TFIN TR VDSDMNDA YLG YA+A+ I LRNRVQSLV 
Sbjct 361 SNGPLLSTVGSYDWAGGVFLYTSKEKSTFM1TR VDSDMNDA YLG YAAA 1 1 LRNRVQSLV 420 

Query 421 LGAPRYQHIGLVVMFRENFGTWEPHTSIKGSQIGSYFGASLCSVDMDADGNTNLILIGAP 480 

LGAPRYQHIGLV MFR+N G WE + ++KG+QIG+YFGASLCSVD+D++G+T+L+LIGAP 
Sbjct 421 LGAPRYQHIGLVAMFRQNTGMWESNANVKGTQIGAYFGASLCSVDVDSNGSTDLVLIGAP 480 

Query 481 HYYEKTRGGQVSVCPLPRGRARWQCEALLHGDQGHPWGRFGAALTVLGDVNGDKLTDVAI 540 

HYYE+TRGGQVSVCPLPRGRARWQC+A+L+G+QG PWGRFGAALT VLGDVNGDKLTDVA I 
Sbjct 481 HYYEQTRGGQVSVCPLPRGRARWQCDAVLYGEQGQPWGRFGAALTVLGDVNGDKLTDVAI 540 

Query 541 GAPGEQENQGAVYIFYGASIASLSASHSQRI IGAHFSPGLQYFGQSLSGGKDLTMDGLMD 600 

GAPGE++N+GAVY+F+G S + +S SHSQRI G+ SP LQYFGQSLSGG+DLTMDGL+D 
Sbjct 541 GAPGEEDNRGAVYLFHGTSGSGISPSHSQRIAGSKLSPRLQYFGQSLSGGQDLTMDGLVD 600 



Query 601 
Sbjct 601 



LAVGAQGHllllraqpvlrlEATMEFSPKKVARSVFACQEQVLKNKDAGEVRVCLRVRKN 660 
L VGAQGH+LLLR+QPVLR++A MEF+P++VAR+VF C +QV+K K+AGEVRVCL V+K+ 
LTVGAQGHVLLLRSQPVLRVKA 1 MEFNPRE VARNVFECNDQVVKGKEAGEVRVCLHVQKS 660 



Query 661 TKDI^REGDIQSTVTYDLALDPGRSRIIWFFDETKNNTRRRTQVFGLMQKCETLKLILPD 720 

T+DRLREG IQS VTYDLALD GR RA F+ETKN+TRR+TQV GL 0 CETLKL LP+ 

Sbjct 661 TRDRLREGQIQSVVTYDLALDSGRPHSRAVFNETKNSTRRQTQVLGLTOTCETLKLQLPN 720 

Query 721 CVDDSVSPI ILRLNYTLVGEPLRSFGNLRPVLAMDAQRFFTAMFPFEKNCGNDSICQDDL 780 

C++D VSPI+LRLN++LVG PL +FGNLRPVLA DAQR FTA+FPFEKNCGND+ ICQDDL 

Sbjct 721 CIEDPVSPIVLRLNFSLVGTPLSAFGNLRPVLAEDAQRLFTALFPFEKNCGNDNICQDDL 780 

Query 781 SITMSAMGLDTLVVGGPQDFNMSVTLRNWEDSYGTQVTVYYPSGLSYRKDSASQNPLTK 840 

SIT S M LD LVVGGP++FN++VT+RNDGEDSY TQVT ++P LSYRK S QN ++ 

Sbjct 781 SITFSBISLDCLVVCKIPRErWTVTVRNTXJEDSYRTQVTFFFPLDLSYRKVSTLQNQRSQ 840 

Query 841 KPWFVKPAessssseGHGALKSTTWNIWIFPANSEVTFmFDVDSHASFGNKLLLKA 900 

+ ff + ES+SS+E GALKST+ +INHPIFP NSEVTFN+TFDVDS AS GNKLLLKA 

Sbjct 841 RSWRL-ACESASSTEVSGALKSTSCSINHPIFPENSEVTFNITFDVDSKASLGNKLLLKA 899 

Query 901 IVASENmiSRTHKTKFQLELPVKYAIYMIVTSDESSIRYLNFTASEMTSKVIQHQYQFNN 960 

V SENNM RT+KT+FQLELPVKYA+YM+VTS S +YLNFTASE TS+V+OHQYQ +N 

Sbjct 900 NVTSENNMPRTNKTEFQLELPVKYAVWVTSHGVSTKYLNFTASENTSRVMQHQYQVSN 959 

Query 961 LWRSLPVSVVFWIPVQINNVTVWDHPQVIFSQNLSSACHTEQKSPPHSNFRDQLERTPV 1020 

LGQRSLP+S+VF +PV++N +WD PQV FS+NLSS CHT+++ p HS+F +L + PV 

Sbjct 960 LGQRSLPISLVFLVPVRLNQTVIWDRPQVTFSENLSSTCHTKERLPSHSDFLAELRKAPV 1019 

Query 102 1 LNCSVAVCKRIQCDLPSFNTQEIFNVTLKGNLSFDWYIKTSHGHLLLVSSTEILFNDSAF 1080 

+NCS+AVC+RIQCD+P F QE FN TLKGNLSFDWYIKTSH HLL+VS+ EILFNDS F 

Sbjct 1020 VNCSIAVCQRIQCDIPFFGIQEEFNATLKGNLSFDWYIKTSHNHLLIVSTAEILFNDSVF 1079 

Query 1081 ALLPGQESYVRSKTETKVEPYEVHNP VPL I VGSS IGGL VLLAL ITAGLYKLGFFKRQYKD 1 140 

LLPGQ ++VRS+TETKVEP+EV NP+PLIVGSS+GGL+LLALITA LYKLGFFKRQYKD 

Sbjct 1080 TLLPGQGAFVRSQTETKVEPFEVPNPLPL I VGSS VGGLLLLAL ITAALYKLGFFKRQYKD 1 139 



Query 
Sbjct 



1141 MMNEAAPQDAPPQ 1153 

MM+E P A PQ 
1140 MMSEGGPPGAEPQ 1152 



CD18: 81% 



>ref |NP_000202. 2| integrin, beta 2 precursor [Homo sapiens] 
Length=769 

GENE ID: 3689 ITGB2 | integrin, beta 2 (complement component 3 receptor 3 and 4 
subunit) [Homo sapiens] (Over 100 PubMed links) 

Score = 1351 bits (3497), Expect =0.0 

Identities = 632/771 (81%), Positives = 694/771 (90%), Gaps = 2/771 (0%) 

Query 1 Mlglrpslllalaglf f lgsaVSQECTKYKVSSCRDCIQSGPGCSWCQKLNFTGPGEPDS 60 

MLGLRP LL AL GL LG +SQEaK+KVSSCR+CH-SGPGC+WCQKLNFTGPG+PDS 
Sbjct 1 MLGLRPPLL-ALVGLLSLGCVLSQEaKFKVSSCRECIESGPGCmCQKLNFTGPGDPDS 59 

Query 6 1 LRCDTRAQLLLK(£PADDIMDPRSIANPEFDQRGQRKQLSPQKVTLYLRPGQAAAFNVTF 1 20 

+RCDTR QLL++GC ADDIMDP S+A + D G +KQLSPQKVTLYLRPGQAAAFNVTF 
Sbjct 60 IRCDTRPQLLN1RGCAADDIMDPTSLAETQEDHNGGQKQLSPQKVTLYLRPGQAAAFNVTF 1 19 

Query 121 RRAKGYPI dl y y lmd 1 sy sml dd 1NNVKKLGGDLLQALNEITESGR IGFGSFVDKT VLPF 180 

RRAKGYPIDLYYLMDLSYS&ODL NVKKLGGDLL+ALNE ITESGR IGFGSFVDKT VLPF 
Sbjct 120 RRAKGYPIDLYYlilDLSYSMLDDLRNVKKLGGDLLRALNEITESGRIGFGSFVDKTVLPF 179 

Query 181 VNTHPEKLRNPCPNKEKACQPPFAFRHVLKLTDNSNQFQTEVGKQL I SGNLDAPEGGLDA 240 

VNTHP+KLRNPCPNKEK CQPPFAFRHVLKLT+NSNQFQTEVGKQL I SGNLDAPEGGLDA 
Sbjct 180 VNTHPDKLRNPCPNKEKECQPPFAFRHVLKLTNNSNQFQTEVGKQL I SGNLDAPEGGLDA 239 

Query 241 IMQVAACPEEIGWRNVTRLLVFATDDGFHFAGDGKLGAILTPNDGRCHLEDNMYKRSNEF 300 

+MQVAACPEE IGWRNVTRLLVFATDDGFHFAGDGKLGA I LTPNDGRCHLEDN+YKRSNEF 
Sbjct 240 MMQVAACPEE IGWRNVTRLLVFATDDGFHFAGDGKLGA I LTPNDGRCHLEDNLYKRSNEF 299 

Query 301 DYPSVGQLAHKLSESNIQPIFAVTKKMVKTYEKLTEI IPKSAVGELSDDSSNWQL IKNA 360 

DYPSVGQLAHKL+E+NIQPIFAVT +MVKTYEKLTEIIPKSAVGELS+DSSNWQLIKNA 
Sbjct 300 DYPS VGQLAHKLAENNIQP IFAVTSRMVKTYEKLTE I I PKSA VGELSEDSSN WQL IKNA 359 

Query 361 YYKLSSRVFLDHSTLPDTLKVTYDSFCSNGASSIGKSRGDCDGVQINNPVTFQVKVMASE 420 

Y KLSSRVFLDH+ LPDTLKVTYDSFCSNG + + RGDCDGVQIN P+TFQVKV A+E 
Sbjct 360 YNKLSSRVFLDHNALPDTLKVTYDSFCSNGVTHRNQPRGDCDGVQINVPITFQVKVTATE 419 

Query 421 CIQEQSFVIRALGFTDTVTVQVRPQCECQCRDQSREQSLCGGKGVMECGICRCESGYIGK 480 

CIQEQSFVIRALGFTD VTVQV PQCEC+CRDQSR++SLC GKG +ECGICRC++GYIGK 
Sbjct 420 CIQEQSFVIRALGFTDIVTVQVLPQCECRCRDQSRDRSLCHGKGFLECGICRCDTGYIGK 479 

Query 481 NCECQTQGRSSQELERNCRKDNSS I VCSGLGDC ICGQCVCHTSDVPNKE I FGQYCECDNV 540 

NCECQTQGRSSQELE +CRKDN+S I +CSGLGDC+CGQC+CHTSD VP K I+GQYCECD + 
Sbjct 480 NCECQTQGRSSQELEGSCRKDNNS I ICSGLGDCVCGQCLCHTSD VPGKL I YGQYCECDT I 539 

Query 541 NCERYNSQVCGGSDRGSCNCGKCSCKPGYEGSACQCQRSTTGCLNARLVECSGRGHCQCN 600 

NCERYN QVCGG RG C CGKC C PG+EGSACQC+R+T GCLN R VECSGRG C+CN 
Sbjct 540 NCERYNGQVCGGPGRGLCFCGKCRCHPGFEGSACQCERTTEGCLNPRRVECSGRGRCRCN 599 



Query 601 RCICDEGYQPPMCEDCPSCGSHCRDNHTSCAECLKFDKGPFEKNCSVQCAGMTLQTIPLK 660 

C C GYQ P+O+CP CSC + SCAECLKF+KGPF KNCS C G+ L P+K 
Sbjct 600 VCECHSGYQLPLCQECPGCPSPC-GKYISCAECLKFEKGPFGKNCSAACPGLQLSNNPVK 658 



Query 661 KKPCKERDSEGCWI TYTLQQKDGRN I YNI HVEDSLECVKGPNVAA i vgg t vv gv v 1 igv 1 720 

+ CKERDSEGCW+ YTL+Q+DG + Y I+V++S ECV GPN+AAIVGGTV G+VLIG+L 
Sbjct 659 GRTCKERDSEGCWVA YTLEQQDGMDRYL I YVDESRECVAGPN I AA I VGGT VAG I VL IG I L 718 

Query 721 1 1 viftTCALTHLTDLREYRRFEKEKLKSQ^mTLFKSATTTWPKFAES 771 

LLVIWKAL HL+DLREYRRFEKEKLKSQttT^DNTLFKSATTTV^lNPKFAES 
Sbjct 719 LLVIftmiHLSDLREraFEKEKLKSQftWDNPLFKSATTTniNPKFAES 769 



CD23: 54% 

>ref |NP_001993. 2| Fc fragment of IgE, low affinity II, receptor for (CD23A) [Homo sapiens] 
Length=321 

GENE ID: 2208 FCER2 | Fc fragment of IgE, low affinity II, receptor for (CD23) 
[Homo sapiens] (Over 10 PubMed links) 

Score = 373 bits (957), Expect = le-103 

Identities = 179/331 (54%), Positives = 236/331 (71%), Gaps = 23/331 (6%) 

Query 1 MEENEYSGYWEPPRKRCCCARRGTQLMLVGLLSTA^AG 1 la 1 1 1 1 WHWETEKNLKQLGD 60 

MEE +YS E PR+RCC RRGTQ++L+GL++ A+WAGLL LLLLWHW+T ++LKQL + 
Sb jet 1 MEEGQYSEIEELPRRRCC — RRGTQIVLLGLVTAALWAGLLTLLLLWHWDTTQSLKQLEE 58 

Query 61 TAIQNVSHVTKDLQKFQSNQLAQKSQVVQMSQNLQELQAEQKQMKAQDSRLSQNLTGLQE 120 

A +NVS V+K+L+ +Q+AQKSQ Q+SQ L+EL+AEQ+++K+QD LS NL G 
Sb jet 59 RAARNVSQVSKNLESHHGDQMAQKSQSTQISQELEELRAEQQRLKSQDLELSWNLNG — 1 15 

Query 121 DLRNAQSQNSKLSQNLNRLQDDLVNIKSLGLNEKRTASDSLEKLQEEVAKLWIEILISKG 180 

LQ DL + KS LNE+ ASD LE+L+EEV KL +E+ +S G 
Sbjct 116 LQADLSSFKSQELNERNEASDLLERLREEVTKLRMELQVSSG 157 

Query 181 TACNICPKNWLHFQQKCYYFGKGSKQWIQARFACSDLQGRLVSIHSQKEQDFlilQHINKK 240 

CN CP+ W++FQ+KCYYFGKG+KQW+ AR+AC D++G+LVSIHS +EQDFL +H + 
Sbjct 158 FVCNTCPEKWINFQRKCYYFGKGTKQWVHARYACDDMEGQLVSIHSPEEQDFLTKHASHT 217 

Query 241 DSWIGLQDli^GEFVWSDGSPVGYSnwnpgepnnggqgeDCVMMRGSGQWNDAFCRSYL 300 

SWIGL++L+++GEF+W DCS V YSNW PGEP + QGEDCVMMRGSG+WNDAFC L 
Sbjct 218 GSWIGLRNU)LKGEFIWDGSHVDYS^APGEPTSRSQGEDCm(RGSGRWNDAFCDRKL 277 

Query 301 DAWVCEQLATCEISAPLASVTPTRPTPKSEP 331 

AWVC++LATC AS P + +P 
Sbjct 278 GAWVCDRLATCTPPASEGSAESMGPDSRPDP 308 



ICAM-1: 53% 



>ref | NP_000192. 1 1 intercellular adhesion molecule 1 precursor [Homo sapiens] 
Length=532 

GENE ID: 3383 ICAM1 | intercellular adhesion molecule 1 (CD54), human 
rhinovirus receptor [Homo sapiens] (Over 100 PubMed links) 

Score = 525 bits (1352), Expect = 4e-149 

Identities = 287/540 (53%), Positives = 363/540 (67%), Gaps = 11/540 (2%) 

Query 1 MASTRAKpt 1 pi 1 1 a 1 v t v v IPGPGDAQVS I HPREAFLPQGGSVQVNCSSSCKEDLSLGL 60 

MA + +P LP LL L+ + PGPG+AQ S+ P + LP+GGSV V CS+SC + LG+ 
Sbjct 1 K1APSSPRPALPALLVLLGALFPGPGNAQTSVSPSKVILPRGGSVLVTCSTSCDQPKLLGI 60 

Query 61 ETQWLKDELE-SGPNWKLFELSEIGEDSSPLCFENCGTVQSSASATITVYSFPESVELRP 1 19 

ET K EL G N K++ELS + EDS P+C+ NC QS+A +TVY PE VEL P 
Sbjct 61 ETPLPKKELLLPGN^KVYELSNVQEDSQPMCYSNCPDGQSTAKTFLTVYWTPERVELAP 120 

Query 120 LPAWQQVGKDLTLRCHVDGGAPRTQLS A VLLRGEE I LSRQPVGGHPKDPKE ITFTVLASR 179 

LP+WQ VGK+LTLRC V+GGAPR L+ VLLRGE+ L R+P G +P E+T TVL R 
Sbjct 121 LPSWQPVGKNLTLRCQVEGGAPRANLTVVLLRGEKELKREPAVG EPAEVTTTVLVRR 177 

Query 180 GDHGANFSCRTELDLRPQGLALFSNVSEARSLRTFDLPATIPKLDTPDLLEVGTQQKLFC 239 

HGANFSCRTELDLRPQGL LF N S L+TF LPAT P+L +P +LEV TQ + C 
Sbjct 1 78 DHHGANFSCRTELDLRPQGLELFENTSAPYQLQTFVLPATPPQLVSPRVLEVDTQGTVVC 237 

Query 240 SLEGLFPASEARIYLELGGQMPTQESTNSSDSVSATALVEVTEEFDRTLPLRCVLELADQ 299 

SL+GLFP SEA+++L LG Q T +DS SA A V VT E + T L C + L +Q 
Sbjct 238 SLDGLFPVSEAQVHLALGDQRLNPTVTYGNDSFSAKASVSVTAEDEGTQRLTCAVILGNQ 297 

Query 300 ILETQRTLTVYNFSAPVLTLSQLEVSEGSQVTVKCEAHSGSKVVLLSGVEPRPPTPQVQF 359 

ET +T+T+Y+F AP + L++ EVSEG++VTVKCEAH +KV L+GV +P P+ Q 
Sbjct 298 SQETLQTVTIYSFPAPNVILTKPEVSEGTEVTVKCEAHPRAKVT-LNGVPAQPLGPRAQL 356 

Query 360 TLNASSEDHKRSFFCSAALEVAGKFLFKNQTLELHVLYGPRLDETDCLGNWTWQEGSQQT 419 

L A+ ED+ RSF CSA LEVAG+ + KNQT EL VLYGPRLDE DC GNWTW E SQQT 
Sbjct 357 LLKATPEDNGRSFSCSATLEVAGQLIHKNQTRELRVLYGPRLDERDCPGNWTWPENSQQT 416 

Query 420 LKCQAWGNPSPKMTCRRKADGAL-LPIGVVKSVKQEMNGTYVCHAFSSHGNVTRNVYLTV 478 

CQAWGNP P++ C + DG LPIG +V +++ GTY+C A S+ G VTR V + V 
Sbjct 417 PMCQAWGNPLPELKCLK— DGTFPLPIGESVTVTRDLEGTYLCRARSTQGEVTREVTVNV 474 



Query 479 LYHSQNNWTiiilvpvllvivglvlilAASYVYNRQRKIRIYKLQKAQE-EAIKLKGQAPPP 537 

L S +11 V VI+G ++Y+YNRQRKI+ Y+LQ+AQ+ +K QA PP 
Sbjct 475 L — SPRYEI VI ITVVAAAVIMGTAGLSTYLYNRQRK IKKYRLQQAQKGTPMKPNTQATPP 532 



VIA -4 Integrin Receptor: 84% 



>ref |NP_000876. 3| integrin alpha 4 precursor [Homo sapiens] 
Length=1032 

GENE ID: 3676 ITGA4 | integrin, alpha 4 (antigen CD49D, alpha 4 subunit of VLA-4 receptor) [Homo sapiens] (Over 
10 PubMed links) 

Score = 1790 bits (4636), Expect =0.0 

Identities = 871/1025 (84%), Positives = 951/1025 (92%), Gaps = 0/1025 (0%) 

Query 15 DQGPRGIALREAVMLLLYFGVPTGPSYNLDPENALLYQGPSGTLFGYSVVLHSHGSKRWL 74 

+ GPR A+RE VMLLL GVPTG YN+D E+ALLYQGP TLFGYSVVLHSHG+ RWI 
Sbjct 8 EPGPRRAAVRETVMLLLCLGVPTGRPWDTESALLYQGPHNTLFGYSVVLHSHGANRffL 67 

Query 75 I VGAPTASWLSNAS WNPGA I YRCG I RKNPNQTCEQLQSGSPSGEPCGKTCLEERDNQWL 134 

+VGAPTA+WL+NASV+NPGAIYRC I KNP QTCEQLQ GSP+GEPCGKTCLEERDNQWL 
Sbjct 68 LVGAPTANWLANASVINPGAIYRCRIGKNPGQTCEQLQLGSPNGEPCGKTCLEERDNQWL 127 

Query 135 GVTLSRQPGENGSIVTCGHRWKNIFYN1KSDNKLPTGICYVMPSDLRTELSKRA1APCYKDY 194 

GVTLSRQPGENGSIVTCGHRWKNIFY+K++NKLPTG CY +P DLRTELSKR+APCY+DY 
Sbjct 128 GVTLSRQPGENGSIVTCGHRWKNIFYIKNENKLPTGGCYGVPPDLRTELSKRIAPCYQDY 187 

Query 195 TRKFGENFASCQAGISSFYTQDLI^GAPGSSYWTGTVFVYNITTNQYKAFVDRQNQVKF 254 

+KFGENFASCQAGISSFYT+DLI^GAPGSSYWTG++FVYNITTN+YKAF+D+QNQVKF 
Sbjct 188 VKKFGENFASCQAG ISSFYTKDL I VMGAPGSS YWTGSLFVYNI HNKYKAFLDKQNQVKF 247 

Query 255 GSYLGYSVGAGHFRSPHTTEVVGGAPQHEQIGKAYIFSIDENELNIVYEMKGKKLGSYFG 314 

GSYLGYSVGAGHFRS HTTEVVGGAPQHEQIGKA Y I FS I DE ELNI++EMKGKKLGSYFG 
Sbjct 248 GSYLGYSVGAGHFRSQHTTEVVGGAPQHEQIGKAYIFSIDEKELNILHEMKGKKLGSYFG 307 

Query 315 ASVCAVDLNADGFSDLLVGAPMQSTIREEGRVFVYINSGMGAVNfVEMERVLVGSDKYAAR 374 

ASVCAVDLNADGFSDLLVGAPMQSTIREEGRVFVYINSG GAVM ME LVGSDKYAAR 
Sbjct 308 ASVCAVDLNADGFSDLLVGAPMQSTIREEGRVFVYINSGSGAVMNAMETNLVGSDKYAAR 367 

Query 375 FGESIANLGDIDNDGFEDIAIGAPQEDDLRGAVYIYNGRVDGISSTYSQRIEGQQISKSL 434 

FGESI NLGDIDNDGFED+AIGAPQEDDL+GA+YIYNGR DGISST+SQRIEG QISKSL 
Sbjct 368 FGES I VNLGDI DNDGFEDVAIGAPQEDDLQGA I Y I YNGRADG I SSTFSQR I EGLQI SKSL 427 

Query 435 RMFGQS I SGQ I DADNNGYVDVA VGAFQSDSAVLLRTRP VV I VEASLSHPES VNRTKFDCT 494 

MFGQS I SGQ I DADNNGYVDVA VGAF+SDSAVLLRTRP VV I V+ ASLSHPES VNRTKFDC 
Sbjct 428 SMFGQS I SGQ I DADNNGYVDVA VGAFRSDS A VLLRTRPVV I VDASLSHPES VNRTKFDC V 487 

Query 495 ENGLPSVCMHLTLCFSYKGKEVPGYIVLFYNVSLDVHRKAESPSRFYFFSNGTSDVITGS 554 

ENG PSVC+ LTLCFSYKGKE VPGY I VLFYN+SLDV+RKAESP RFYF SNGTSDVITGS 
Sbjct 488 ENGWPSVCIDLTLCFSYKGKEVPGYIVLFYNMSLDVNRKAESPPRFYFSSNGTSDVITGS 547 

Query 555 IRVSSSGEKCRTHQAFMRKDVRDILTPIHVEATYHLGHHVITKRNTEEFPPLQPILQQKK 614 

I+VSS CRTHQAFMRKDVRD I LTP I +EA YHLG HV I +KR+TEEFPPLQPILQQKK 
Sbjct 548 IQVSSREANCRTHQAFMRKDVRDILTPIQIEAAYHLGPHVISKRSTEEFPPLQPILQQKK 607 

Query 615 EKDVIRKMINFARFCAYENCSADLQVSAKVGFLKPYENKTYLAVGSMKTIMLNVSLFNAG 674 

EKD+++K INFARFCA+ENCSADLQVSAK+GFLKP+ENKTYLAVGSMKT+MLNVSLFNAG 
Sbjct 608 EKDIMKKTINFARFCAHENCSADLQVSAKIGFLKPHENKTVLAVGSMKTLMLNVSLFNAG 667 



Query 675 DDAYETTLNVQLPTGLYFI K I LDLEEKQ INCEVTESSG I VKLACSLG Y I YVDRLSRI DI S 734 

DDAYETTL+V+LP GLYF I K I L+LEEKQ INCEVT++SG+V+ L CS-KJYIYVD LSRIDIS 

Sbjct 668 DDAYETTLHVKLPVGL\TIKILELEEKQINCEVTDNSGVVQLDCSIGYIYVDHLSRIDIS 727 

Query 735 FLLDVSSLSRAHEDLS I S VHASCENEGELDQVRDNRVTLT I PLRYEVMLTVHGLVNPTSF 794 

FLLDVSSLSRA EDLSI+VHA+CENE E+D ++ +RVT+ IPL+YEV LTVHG VNPTSF 

Sbjct 728 FLLDVSSLSRAEEDLS I TVHATCENEEEMDNLKHSRVT VA I PLKYE VKLT VHGFVNPTSF 787 

Query 795 VYGSSEENEPETCMAEKLNLTFHVINTGISMAPNVSVKUWPNSFLPQDDKLFNVLDVQT 854 

VYGS++ENEPETCM EK+NLTFHVINTG SMAPNVSV+IMVPNSF PQ DKLFN+LDVQT 

Sbjct 788 VYGSNDENEPETCMVEKAtNLTFHVINTGNSMAPNVSVEIMVPNSFSPQTDKLFNILDVQT 847 

Query 855 TTGQCHFKHYGRECTFAQQKGIAGTLTDIVKFLSKTDKRLLYCMKADQHCLDFLCNFGKM 914 

TTG+CHF-h-Y R C QQK TL I V+FLSKTDKRLLYC+K AD HCL+FLCNFGKM 

Sbjct 848 TTGECHFENYQRVCALEQQKSMIQTLKGIVRFLSKTDKRLLYCIKADPHCLNFLCNFGKM 907 

Query 915 ESGKEAS VH IQLEGRPS I LBfl)ETSSLKFE IKATAFPEPHPKV IELNKDENVAHVFLEGL 974 

ESGKEASVHIQLEGRPSILEMDETS+LKFEI+AT FPEP+P+VIELNKDENVAHV LEGL 

Sbjct 908 ESGKEAS VH IQLEGRPS I LEMDETSALKFE I RATGFPEPNPRV IELNKDENVAHVLLEGL 967 

Query 975 HHQRPKRHFTi i i i tislllgl ivll 1 iSCVMWKAGFFKRQYKSILQEENRRDSWSYVNS 1034 

HHQRPKR+FTI+II+ SLLLGLIVLLLIS VMWKAGFFKRQYKSI LQEENRRDSWSY+NS 

Sbjct 968 HHQRPKRYFTIVI I SSSLLLGL I VLLL I SY VMWKAGFFKRQYKSI LQEENRRDSWSY I NS 1027 



Query 
Sbjct 



1035 KSNDD 1039 

KSNDD 
1028 KSNDD 1032 



>ref |NP_004624. 1 1 interleukin 1 receptor, type II precursor [Homo sapiens] 
ref |NP_775465. 1 1 interleukin 1 receptor, type II precursor [Homo sapiens] 
Length=398 

GENE ID: 7850 IL1R2 | interleukin 1 receptor, type II [Homo sapiens] 
(Over 10 PubMed links) 

Score = 474 bits (1220), Expect = 5e~134 

Identities = 231/371 (62%), Positives = 280/371 (75%), Gaps = 2/371 (0%) 

Query 28 NCQFRGREFKSELRLEGEPVVLRCPLAPhsdisssshsF-LTWSKLDSSQLIP-RDEPRM 85 

+C+FRGR +K E RLEGEPV LRCP P+ +S S LTW K DS-h- +P +E RM 
Sbjct 27 SCRFRGRHYXREFRLEGEPVALRCPQVPYWLWASVSPRINLTftHKNDSARTVPGEEETRM 86 

Query 86 WVKGNILWILPAVQQDSGTYICTFRNASHCEQMSVELKVFKNTEASLPHVSYLQISALST 145 

W + LW+LPA+Q+DSGTY+CT RNAS+C++MS+EL+VF+NT+A LP +SY QI LST 
Sbjct 87 WAQDGALWLLPALQEDSGT YVCTTRNASYCDKMS I ELRVFENTDAFLPFI S YPQ I LTLST 146 

Query 146 TGLLVCPDLKEFISSNADGKIQWYKGAILLDKGNKEFLSAGDPTRLLISNTSMDDAGYYR 205 

-KI+LVCPDL EF D KIQWYK ++LLDK N++FLS T LL+ + +++DAGYYR 
Sbjct 147 SGV^VCPDLSEFTRDKTDVKIQWYKDSLLLDKDNEKFLSVRGnHLLVHDVALEDAGYYR 206 

Query 206 CVMTRWGQEYNITRNIELRVKGTTTEPIPVIISPLETIPASLGSRLIVPCKVFLGTGT 265 

CV+TF + GQ+YNITR+IELR+K E IPVIISPL+TI ASLGSRL +PCKVFLGTGT 
Sbjct 207 CVLTFAHEGQQYNITRSIELR I KKKKEETI PVI I SPLKT ISASLGSRLTI PCKVFLGTGT 266 

Query 266 SSNT I VWWLANSTF I SAAYPRGRVTEGLHHQYSENDENYVE VSL IFDPVTREDLHTDFKC 325 

T++WW AN T I +AYP GRVTEG +YSEN+ENY+EV LIFDPVTREDLH DFKC 
Sbjct 267 PLTTMLWWTANDTHI ESAYPGGR VTEGPRQE YSENNENY I EVPL IFDPVTREDLHMDFKC 326 

Query 326 VASNPRSSQSLHTTVKEVSSTFSWsialaplsli i 1VVGAIWMRRRCKRRAGKTYGLTKL 385 

V N S Q+L TTVKE SSTFSW I LAPLSL LV+G IWM RRCK R GK GLT L 
Sbjct 327 VVHNTLSFQTLRTTVKEASSTFSWGIVLAPLSLAFLVLGGIWMHRRCKHRTGKADGLTVL 386 



Query 386 RTDNQDFPSSP 396 

+QDF S P 
Sbjct 387 WPHHQDFQSYP 397 



GPIIb: 79% 



>ref |NP_000410. 2| integrin alpha 2b preproprotein [Homo sapiens] 
Length=1039 

GENE ID: 3674 ITGA2B | integrin, alpha 2b (platelet glycoprotein lib of 
Ilb/IIIa complex, antigen CD41) [Homo sapiens] (Over 100 PubMed links) 

Score = 1681 bits (4354), Expect =0.0 

Identities = 831/1040 (79%), Positives = 910/1040 (87%), Gaps = 11/1040 (1%) 

Query 1 MARASCAWHSLWLLQWTPLFLGPSAVPPVWA^DSEKFSVYAGPNGSHFGFSVDFHKDK 60 

MARA C +LWLL+W L LGP A PP WALNLD + + YAGPNGS FGFS+DFHKD 

Sbjct 1 MARALCPLQALWLLEWVLLLLGPCAAPPAWALNLDPVQLTFYAGPNGSQFGFSLDFHKDS 60 

Ouer y 61 HGS VS I VVGAPRALNASQEETGAVFLCPWKANGGKCNPLLFDLRDETRNLGFQ I FQTFKT 1 20 

HG V+IVVGAPR L SQEETG VFLCPW+A GG+C LLFDLRDETRN+G Q QTFK 

Sbjct 61 HGRVAIVVGAPRTLGPSQEETGGVFLCPWRAEGGQCPSLLFDLRDETRNVGSQTLQTFKA 1 20 

Query 1 2 1 GQGLGAS WSWNDV I VACAPWQHWNVLEKRDEAEKTPVGGCFLAQLQSGGRAEYSPCRAN 1 80 

QGLGAS WSW+DV I VACAPWQHWNVLEK +EAEKTPVG CFLAQ +SG RAEYSPCR N 

Sbjct 121 RQGLGASWSWSDVIVACAPWQHWNVLEKTEEAEKTPVGSCFLAQPESGRRAEYSPCRGN 180 

Query 181 TMSSVYAES-FRGDKRYCEAGFSLAVTQAGELVLGAPGGYFFLGLLARVP I EN I I STYRP 239 

T+S +Y E+ F DKRYCEAGFS VTQAGELVLGAPGGY+FLGLLA+ P+ +1 S+YRP 

Sbjct 181 TLSRIYVENDFSWDKRYCEAGFSSVVTQAGELVLGAPGGYYFLGLLAQAPVADIFSSYRP 240 

Query 240 GTLLWHVSNQRFTYDNSNPVFFDGYRGYSVSVGEFDGDPSTTEYVSGAPTWSWTLGAVEI 299 

G LLWHVS+Q ++D+SNP +FDGY GYSV+VGEFDGD +TTEYV GAPTWSWTLGA VE I 

Sbjct 241 GILLWHVSSQSLSFDSSNPEYFDGYWGYSVAVGEFDGDLNTTEYVVGAPTWSWTLGAVEI 300 

Query 300 LDSYYQPLHRLHGEQMASYFGHSVAVTDVNGDGRHDLLVGAPLYMESRADRKLAEVGRVY 359 

LDSYYQ LHRL GEQMASYFGHSVAVTDVNGDGRHDLLVGAPLYMESRADRKLAEVGRVY 

Sbjct 301 LDSYYQRLHRLRGEQMASYFGHSVAVTDVNGDGRHDLLVGAPLYMESRADRKLAEVGRVY 360 

Query 360 LFLQPKGPQALSTPTLLLTGTQLYGRFGSAIAPLGDLNRDGYNDIAVAAPYGGPSGQGQV 419 

LFLQP+GP AL P+LLLTGTQLYGRFGSAIAPLGDL+RDGYNDIAVAAPYGGPSG+GQV 

Sbjct 361 LFLQPRGPHALGAPSLLLTGTQLYGRFGSAIAPLGDLDRDGYNDIAVAAPYGGPSGRGQV 420 

Quer y 4 20 LI FLGQSEGLSPRPSQVLDSPFPTGSGFGFSLRGAVD I DDNGYPDL I VG A YWASKVA VYR 4 79 

L+FLGQSEGL RPSQVLDSPFPTGS FGFSLRGAVD I DDNGYPDL I VGA Y A++VAVYR 

Sbjct 421 LVFLGQSEGLRSRPSQVLDSPFPTGSAFGFSLRGAVD I DDNGYPDL I VGA YGANQVA VYR 480 

Query 480 AQPGVMATVQLMVQDSLNPTLKNCVLDQTKTPVSCFNIQMCVGATGHNIPQKLHLKAELQ 539 

AQP V A+VQL+VQDSLNP +K+CVL QTKTPVSCFN I QMC VG ATGHNI PQKL L AELQ 

Sbjct 481 AQPVVKASVQLLVQDSLNPAVKSCVLPQTKTPVSCFNIQMCVGATGHNIPQKLSLNAELQ 540 

Query 540 LDLQKPRQGRR VI 1 lasqqas 1 t 1 s 1 dlGGRDKPICHTTGAFLRDEADFRDKLSPI VLSL 599 

LD QKPRQGRRVLLL SQQA TL+LDLGG+ PICHTT AFLRDEADFRDKLSPIVLSL 

Sbjct 541 LDRQKPRQGRRVLLLGSQQAGTTLNLDLGGKHSPICHTTMAFLRDEADFRDKLSPIVLSL 600 

Query 600 NVSLPPEETGGAPA VVLHGETHVQEQTRI I LDCGEDDLCVPQLRLTATAGDSPLL IGADN 659 

NVSLPP E G APAVVLHG+THVQEQTRI+LDCGEDD+CVPQL+LTA+ SPLL+GADN 

Sbjct 601 NVSLPPTEAGMAPAVVLHGDTHVQEQTRIVLDCGEDDVCVPQLQLTASVTGSPLLVGADN 660 



Query 660 VLELK I EAANDGEGAYEAELAVHLPPGAHYMRALSN I EGFERL VCTQKKENESRVALCEL 7 19 

VLEL+++AAN+GEGAYEAELAVHLP GAHYMRALSN+EGFERL+C QKKENE+RV LCEL 

Sbjct 661 VLELQMDAANEGEGAYEAELAVHLPQGAHYMRALSNVEGFERLICNQKKENETRVVLCEL 720 

Query 720 GNPNKKDTR IG IBCLVSVENLEEAGESVSFQLQVRSKNSQNPNSKVVK1LPVA I QAEATVE 779 

GNPMKK+ +IGI MLVSV NLEEAGESVSFQLQ+RSKNSQNPNSK+V+L V ++AEA VE 

Sbjct 721 GNPMKKNAQIGIAMLVSVG^fLEEAGESVSFQLQIRSKNSQNPNSKIVLLDVPVRAEAQVE 780 

Query 780 LRGNSFPASLVVAAEEGDREQEDLDSffVSRLEHTYELHNIGPGTVNGLRLLIHIPGQSQP 839 

LRGNSFPASLVVAAEEG+REQ LDSW ++EHTYELHN GPGTVNGL L IH+PGQSQP 

Sbjct 781 LRGNSFPASLVVAAEEGEREQNSLDSftGPKVEHTYELHNNGPGTVNGLHLSIHLPGQSQP 840 

Query 840 SDLLY I LDVQPQGGLLCSTQPSP — KVDWKLSTPSPSS I RPVHHQRERRQAFLQGPKPG 896 

SDLLYILD+QPQGGL C QP KVDW L PSPS I P HH+R+RRQ FL P+P 

Sbjct 841 SDLLYILDIQPQGGLQCFPQPPVNPLKVDWGLPIPSPSPIHPAHHKRDRRQIFL — PEPE 898 

Query 897 Q QDPVLVSCDGSASCTVVECELRBfVRGQRAMVTVQAMLGLSSLRQRPQEQFVLQS 952 

Q QDPVLVSCD SA CTVV+C+L+EM RGQRAMVTV A L L SL QRP +QFVLQS 

Sbjct 899 QPSRLQDPVLVSCD-SAPCTVVQCDLQEMARGQRAMVTVLAFLWLPSLYQRPLDQFVLQS 957 

Query 953 HAWFNvsslpysvpvvslpsGQARVQTQLLRALEERAIPVWWvlvgvlgglllltllvlA 1012 

HAffFNVSSLPY+VP +SLP G+A+V TQLLRALEERA I P+WWVLVGVLGGLLLLT+LVLA 

Sbjct 958 HAWFNVSSLPYAVPPLSLPRGEAQVWTQLLRALEERAIPIWWVLVGVLGGLLLLTILVLA 1017 



Query 
Sbjct 



1013 MWKAGFFKRNRPPLEEDEEE 1032 

MWK GFFKRNRPPLEED+EE 
1018 MWKVGFFKRNRPPLEEDDEE 1037 



CPU la Receptor: 90% 

>ref |NP_000203. 2| integrin beta chain, beta 3 precursor [Homo sapiens] 
Length=788 

GENE ID: 3690 ITGB3 | integrin, beta 3 (platelet glycoprotein Ilia, antigen 
CD61) [Homo sapiens] (Over 100 PubMed links) 

Score = 1513 bits (3918), Expect =0.0 

Identities = 711/782 (90%), Positives = 751/782 (96%), Gaps = 0/782 (0%) 

Query 6 PGQLWaallalgalagvvvgESNICnRGVNSCQQCLAVSPVCAWCSDETLSQGSPRCNL 65 

P LWA +LALGALAGV VG NICTTRGV+SCQQCLAVSP+CAWCSDE L GSPRC+L 
Sbjct 7 PRPLWATVULGALAGVGVGGPNICTTRGVSSCQQCLAVSPMCAWCSDEALPLGSPRCDL 66 

Quer y 66 KENLLKDNCAPES I EFPVSEAQ I LEARPLSSKGSGSSAQ I TQVSPQR I ALRLRPDDSK IF 125 

KENLLKDNCAPESIEFPVSEA++LE RPLS KGSG S+Q+TQVSPQR I ALRLRPDDSK F 
Sbjct 67 KEi^LLKDNCAPESIEFPVSEARVLEDRPLSDKGSGDSSQVTQVSPQRIALRLRPDDSKNF 126 

Query 126 SLQVRQVEDYPVDI YYLMDLSFSMKDDLSS IQTLGTKLASQMRKLTSNLR IGFGAFVDKP 185 

S+QVRQVEDYPVDI YYLMDLS+SMKDDL SIQ LGTKLA+QMRKLTSNLR IGFGAFVDKP 
Sbjct 127 SIQVRQVEDYPVDIYYLMDLSYSMKDDLWS I QNLGTKLATQMRKLTSNLR IGFGAFVDKP 186 

Query 186 VSPY^ISPPQAIKNPCYNMKNACLPMFGYKHVLTLTDQVSRFNEEVKKQSVSRNRDAPE 245 

VSPYMY ISPP+A++NPCY+MK CLPMFGYKHVLTLTDQV+RFNEEVKKQSVSRNRDAPE 
Sbjct 187 VSPYMY I SPPEALENPCYDMKTTCLPMFGYKHVLTLTDQVTRFNEE VKKQS VSRNRDAPE 246 

Query 246 GGFDAIMQATVCDEK IGWRNDASHLLVFTTDAKTH IALDGRLAG I VLPNDGHCH IGTDNH 305 

GGFDAIMQATVCDEKIGWRNDASHLLVFTTDAKTHIALDGRLAGIV PNDG CH+G+DNH 
Sbjct 247 GG FDA I MQATVCDEK IGWRNDASHLLVFTTDAKTH IALDGRLAG I VQPNDGQCHVGSDNH 306 

Query 306 YSASTTNfDYPSLGLMTEKLSQKNINLIFAVTENVVSLYQNYSELIPGTTVGVLSDDSSNV 365 

YSASTTMDYPSLGLMTEKLSQKNINLIFAVTENVV+LYQNYSELIPGTTVGVLS DSSNV 
Sbjct 307 YSASTTMDYPSLGLMTEKLSQKNINLIFAVTENVVNLYQNYSELIPGTTVGVLSMDSSNV 366 

Query 366 LQLI VDAYGK I RSKVELEVRDLPEELSLSFNATCLNNEV I PGLKSC VGLK IGDT VSFS I E 425 

LQL I VDAYGK I RSKVELEVRDLPEELSLSFNATCLNNEV I PGLKSCHJLK IGDT VSFS IE 
Sbjct 367 LQL I VDAYGK I RSKVELEVRDLPEELSLSFNATCLNNEV I PGLKSCMGLK IGDT VSFS I E 426 

Query 426 AKVRGCPQEKEQSFTIKPVGFKDSLTVQVTFDCDCACQAFAQPSSPRCNNGNGTFECGVC 485 

AKVRGCPQEKE+SFTIKPVGFKDSL VQVTFDCDCACQA A+P+S RCNNGNGTFECGVC 
Sbjct 427 AKVRGCPQEKEKSFTIKPVGFKDSLIVQVTFDCDCACQAQAEPNSHRCNNGNGTFECGVC 486 

Query 486 RCDQGWLGSMCECSEEDYRPSQQEECSPKEGQPICSQRGECLCGQCVCHSSDFGKITGKY 545 

RC GWLGS CECSEEDYRPSQQ+ECSP+EGQP+CSQRGECLCGQCVCHSSDFGKITGKY 
Sbjct 487 RCGPGWLGSQCECSEEDYRPSQQDECSPREGQPVCSQRGECLCGQCVCHSSDFGKITGKY 546 

Query 546 CECDDFSCVRYKGEMCSGHGQCNCGDCVCDSDWTGYYCNCTTRTDTCMSTNGLLCSGRGN 605 

CECDDFSCVRYKGEMCSGHGQC+CGDC+CDSDWTGYYCNCTTRTDTCMS+NGLLCSGRG 
Sbjct 547 CECDDFSCVRYKGEMCSGHGQCSCGDCLCDSDWTGYYCNCTTRTDTCMSSNGLLCSGRGK 606 



Query 
Sbjct 



606 
607 



CECGSCVCVQPGSYGDTCEKCPTCPDACSFKKECVECKKFNRGTLHEENTCSRYCRDDIE 665 
CECGSCVC-K3PGSYGDTCEKCPTCPDAC+FKKECVECKKF+RG LH+ENTC+RYCRD+ IE 
CECGSCVCIQPGSYGDTCEKCPTCPDACTFKKECVECKKFDRGALHDENTCNRYCRDEIE 666 



Query 666 QVKELTDTGKNAVNCTYKNEDDCVVRFQYYEDTSGRAVLYWEEPECPKGPDILWLLSV 725 

VKEL DTGK+A VNCTYKNEDDCVVRFQYYED+SG+++LYVVEEPECPKGPD I L VVLLSV 

Sbjct 667 SVKELKDTGKDA WCTYKNEDDCVVRFQYYEDSSGKS I L YVVEEPECPKGPD I L VVLLSV 726 

Query 726 Mga i 11 iglat 1 liwkl lit iHDrkef akf eeerarakWDTANWLYKEATSTFTNITYR 785 

MGAILLIGLA LLIffKLLITIHDRKEFAKFEEERARAKWDTANWLYKEATSTFTNITYR 

Sbjct 727 MGAI LL IGLAALLI WKLL I TIHDRKEFAKFEEERARAKWDTANNPL YKEATSTFTN ITYR 786 



Query 786 GT 787 
GT 

Sbjct 787 GT 788 



PAI-l: 78% 

>ref |NP_000593. 1 1 plasminogen activator inhibitor-1 [Homo sapiens] 
Length=402 

GENE ID: 5054 SERPINEl | serpin peptidase inhibitor, clade E (nexin, 
plasminogen activator inhibitor type l), member 1 [Homo sapiens] 
(Over 100 PubMed links) 

Score = 630 bits (1626), Expect =0.0 

Identities = 316/402 (78%), Positives = 357/402 (88%), Gaps = 0/402 (0%) 

Query 1 MQMSSALACLILGLVLVSGKGFTLPLRESHTAHOATDFGVKVFQQVVQASKDRNVVFSPY 60 

MQMS AL CL+LGL LV G+C + S+ AH A+DFGV+VFQQV QASKDRNWFSPY 
Sbjct 1 MQMSPALTCLVLGLALVFGEGSAVHHPPSYVAHLASDFGVRVFQQVAQASKDRNVVFSPY 60 

Query 61 GVSSVLMlLQNrTTAGKTRRQIQDMfGFKVNEKGTAHALRQLSKELAtGPWNKNEISTADAI 120 

GV+SVLAMLQ+TT G+T++QIQ AMGFK+++KG A ALR L KELMGPWNK+EIST DAI 
Sbjct 61 GVASVLAMLQLTTGGETQQQIQAAMGFKIDDKG^PALRHLYKELMGP\WKDEISTTDAI 120 

Query 121 FVQRDLELVQGFMPHFFKLFQTMVKQVDFSEVERARFIINDWVERHTKGMINDLLAKGAV 180 

FVQRDL+LVQGFMPHFF+LF++ VKQVDFSEVERARFI INDWV+ HTKGMI++LL KGAV 
Sbjct 121 FVQRDLKLVQGFMPHFFRLFRSTVKQVDFSEVERARFI INDWVKTHTKGMISNLLGKGAV 180 

Query 181 DELTRLVLVNALYFSGQWKTPFLEASTHQRLFHKSDGSTVSVPMMAQSNKFNYTEFTTPD 240 

D+LTRLVLVNALYF+GQWKTPF ++STH+RLFHKSDGSTVSVPMMAQ+NKFNYTEFTTPD 
Sbjct 181 DQLTRLVLVNALYPNGQWKTPFPDSSTHRRLFHKSDGSTVSVPMMAQTNKFNYTEFTTPD 240 

Query 241 GLEYDVVELPYQRDTLSMFIAAPFEKDVHLSALTNILDAELIRQWKGNMTRLPRLLILPK 300 

G YD++ELPY DTLSMFIAAP+EK+V LSALTNIL A+LI WKGNMTRLPRLL+LPK 
Sbjct 241 GHYYDILELPYHGDTLSMFIAAPYEKEVPLSALTNILSAQLISHWKGNMTRLPRLLVLPK 300 

Query 301 FSLETEVDLRGPLEKLGMPDMFSATLADFTSLSDQEQLSVAQALQKVRIEVNESGTVASS 360 

FSLETEVDLR PLE LGM DMF ADFTSLSDQE L VAQALQKV+IEVNESGTVASS 
Sbjct 301 FSLETEVDLRKPLENLGMTDMFRQFQADFTSLSDQEPLHVAQALQKVKIEVNESGTVASS 360 

Query 361 STAFVISARMAPTEMVIDRSFLFVVRHNPTETILFMGQVMEP 402 

STA ++SARMAP E+++DR FLFVVRHNPT T+LFMGQVMEP 
Sbjct 361 STAV I VS ARMAPEE I IMDRPFLF VVRHNPTGTVLFMGQVMEP 402 



IL-4 Receptor: 52% 



>erab|CADl2326. 1 1 unnamed protein product [Homo sapiens] 

emb | CAD28 1 70. 1 1 unnamed protein product [Horao sapiens] 

erab | CAD2839 1 . 1 1 unnamed protein product [Horao sapiens] 

emb|CAJ0!243. l| unnamed protein product [Horao sapiens] 



Length=825 
Score = 799 bits (2064), Expect =0.0 

Identities = 427/816 (52%), Positives = 519/816 (63%), Gaps = 21/816 (2%) 

Query 1 MGRLCTKFLTSVGCLILLLVTGSGSIKVLGEPTCFSDYIRTSTCEWFLDSAVDCSSQLCL 60 

MG LC+ L V CL+LL V SG++KVL EPTC SDY+ STCEW ++ +CS++L L 
Sbjct 1 MGWLCSGLLFPVSCL VLLQVASSGNMK VLOEPTCVSDYMS I STCEWKMNG PTNCSTELRL 60 

Query 6 1 HYRLMFFEFSENLTCIPRNSASTVCVOTeiNRPVQSDR YQMELWAEHRQLWQGSFSPSG 1 20 

Y+L+F SE TCIP N+ CVCH+ M+ V +D Y ++LWA + LW-KJSF PS 
Sbjct 61 LYQLVTL-LSEAhTCIPENNCXJAGCVCHLUlDDVVSADNYTLDLWAGQQLLWKGSFKPSE 119 

Query 121 IWKPUPDMJLHTNVSD^^ 180 

+VKP AP NLT+HTNVSD LLTW+N YP +N LY L VNI E++PA+F +YNVTY 
Sbjct 120 HVKPRAPG^mTNVSDTLLLTWSNPYPPDNYLYNHLTYAVNIWSENDPADFRIYNVTY 179 

Query 181 KEPRLS FP I N I LMSG VY YT ARVR VRSQ I LTGTWSEWSPS I TWYNHFQLPL I QRLPLGVT I 240 

EP L + L SG+ Y ARVR +Q TWSEWSPS W+N ++ P Q L LGV++ 
Sbjct 180 LEPSLRIAASTLKSGISYRARVRAWAQCYNTTWSEWSPSTKWHNSYREPFEQHLLLGVSV 239 

Query 241 SCLCIPLFCLFCYFSITKIKKIWWDQIPTPARSPLVAII IQDAQVPLWDKQTRSQESTKY 300 

SC+ I CL CY SITKIKK WWDQIP PARS LVAIIIQDAQ W+K++R QE K 
Sbjct 240 SCIVILAVCLLCYVSITKIKKEWWDQIPNPARSRLVAI I IQDAQGSQWEKRSRGQEPAKC 299 

Query 301 PHWKTCLDKLLPCLLKHRVKKKTDFPKAAPTKSLQSPGKAGWCPMEVSRTVLWPENVSVS 360 

PHWK CL KLLPC L+H +K+ D KAA Q GK+ WCP+E+S+TVLWPE S+S 
Sbjct 300 PHWKNCLTKLLPCFLEHNMKRDEDPHKAAKEMPFQGSGKSAWCPVEISKTVLWPE — SIS 357 

Query 361 VVRCMELFeapvqnveeeedeivkeDLSMSPENSGGCGFQESQADIMARLTENLFSDLLE 420 

VVRC+ELFEAPV+ EEEE E K SPE+S FQE + I+ARLTE+LF DLL 
Sbjct 358 VVRCVELFEAPVECEEEEEVEEEKGSFCASPESSRD-DFQEGREG I VARLTESLFLDLLG 416 

Query 421 AENGGLGQSALAESCSPLPSGSGQASVSWACLPMGPSEEATCQVTEQPSH — PGPLSGSP 478 

ENGG Q + ESC PSGS A + W P +EA EQP H P P SP 
Sbjct 417 EENGGFCQQDMGESCLLPPSGSTSAHMPWDEFPSAGPKEAPPWGKEQPLHLEPSP-PASP 475 

Query 479 AQSAPTLACTQVPLVLADNPAYRSFSDCCSPAPNPGELAPEQQQADHLEEEEPPSPADPH 538 

QS L CT+ PLV+A NPAYRSFS+ S +P P EL P+ A HLEE EP P P 
Sbjct 476 TQSPDNLTCTETPLVIAGNPAYRSFSNSLSQSPCPRELGPDPLLARHLEEVEPEMPCVPQ 535 

Query 539 SSGP PMQPVESWEQILHMSVLQHgaaagstpapaggYQEFVQAVKQGAAQDPGVPGV 595 

S P P E+WEQIL +VLQHGAAA AP GYQEFV AV+QG Q V G+ 
Sbjct 536 LSEPTTVPQPEPETWEQILRRNVLQHGAAAAPVSAPTSGYQEFVHAVEQGGTQASAWGL 595 

Query 596 RPSGDPGYKAFSSLLSSNGIRgdtaaagtddghggYKPFqnpvp nqspssvpLFTF 651 

P G+ GYKAFSSLL+S+ + + G G GYKPFQ+ +p + +p VPLFTF 
Sbjct 596 GPPGEAGYKAFSSLLASSAVSPEKCGFGASSGEEGYKPFQDLIPGCPGDPAPVPVPLFTF 655 



Query 652 GLDTELSPSPLNSDPPKSPPEC 1 g 1 e 1 g 1 kggDWVKAPPPADQVPKPFGDDLGFG I VYSS 711 

GLD E SP+S PSPE LGLE GKDKPP+Q PDLG GIVYS+ 

Sbjct 656 GLDREPPRSPQSSHLPSSSPEHLGLEPGEKVEDMPKPPLPQEQATDPL VDSLGSG I VYSA 715 

Query 712 LTCHLCGHLKQHHSQEEGGQSPI VASPGCGCCYDDRSPSLGSLSGALESCPEG I PPEANL 771 

LTCHLCGHLKQ H QE+GGQ+P++ASP CGCC DRS + A + P G+P EA+L 

Sbjct 716 LTCHLCGHLKQCHGQEDGGQTPVMASPCCGCCCGDRSSPPTTPLRAPDPSPGGVPLEASL 775 



Query 772 
Sbjct 776 



MSAPKTPSNLSGEGK GPGHSPVPSQTTEV 800 

A PS +S + K PG++ SQT ++ 

CPASLAPSGISEKSKSSSSFHPAPGNAQSSSQTPKI 811 



IL-5 Receptor: 68% 

>ref |NP_000555. 2| interleukin 5 receptor, alpha isoform 1 precursor [Homo sapiens] 
ref INT^SSSSS. i | interleukin 5 receptor, alpha isoform 1 precursor [Homo sapiens] 
Length=420 

GENE ID: 3568 IL5RA | interleukin 5 receptor, alpha [Homo sapiens] 
(Over 10 PubMed links) 

Score = 584 bits (1505), Expect = 5e-l67 

Identities = 285/414 (68%), Positives = 335/414 (80%), Gaps = 2/414 (0%) 

Query 4 VLL I LVGALATLQADLLNHKKFLLLPPVNFT I KATGLAQVLLHWDPNPDQEQRH VDLE YH 63 

VLLIL+GA LQADLL +K LLPPVNFTIK TGLAQVLL W PNPDQEQR+V+LEY 
Sbjct 7 \^LILLGATEILQADLLPDEKISLLPPVNFTIKVTGU\QVLLQWKPNPDQEQRNVNLEYQ 66 

Query 64 VKINAPQEDEYDTRKTESKCVTPLHEGFAASVRTILKSSHTTLASSWVSAELKAPPGSPG 123 

VKINAP+ED+Y+TR TESKCVT LH+GF+ASVRTIL++ H+ LASSW SAEL APPGSPG 
Sbjct 67 VK I NAPKEDD YETR I TESKCVT I LHKGFSASVRT I LQNDHSLLASSWASAELHAPPGSPG 126 

Query 1 24 TSVTNLTCtthtvvsshthLRPYQVSLRCTWLVGKDAPEDTQYFLYYRFGVLTEKCQEYS 183 

TS+ NLTCTT+T +++ LR YQVSL CTWLVG DAPEDTQYFLYYR+G TE+CQEYS 
Sbjct 127 TSIV^TCnNTTEDNYSRLRSYQVSLHCTWLVGTDAPEDTQYFLYYRYGSWTEECQEYS 186 

Query 184 RDALNRNTACWFPRTFINSKGFEQLA VH INGSSKRAA I KPFDQLFSPLAI DQVNPPRNVT 243 

+D L RN ACWFPRTFI SKG + LAV +NGSSK +AI+PFDQLF+ AIDQ+NPP NVT 
Sbjct 187 KDTLGRNIACWFPRTFILSKGRDWLAVLVNGSSKHSAIRPFDQLFALHAIDQINPPLNVT 246 

Query 244 VEIESNSLYIQWEKPLSAFPDHCFNYELKIYNTKNGHIQKEKLIANKFISKIDDVSTYSI 303 

EIE L IQWEKP+SAFP HCF+YE+KI+NT+NG++Q EKL+ N FIS IDD+S Y + 
Sbjct 247 AEIEGTRLSIQWEKPVSAFPIHCFDYEVKIHNTRNGYLQIEKlilTNAFISIIDDLSKYDV 306 

Query 304 QVRAAVSSPCRMPGRWGEWSQPI YVGK-ERKSLVEWHLI VLPTAACFVLL I FSL ICRVCH 362 

QVRAAVSS CR G W EWSQPIYVG E K L EW +IV+ CF+LLI SLIO+CH 
Sbjct 307 QVRAAVSSMCREAGLWSEWSQP I YVGNDEHKPLREWFVI V IMAT ICFI LL I LSL ICKICH 366 

Query 363 LWTRLFPPVPAPKSN I KDLPVVTEYEKP-SNETK I EVVHCVEEVGFEVMGNSTF 415 

LW +LFPP+PAPKSNIKDL V T YEK S+ET+IEV+ +E+ G E + +S F 
Sbjct 367 LWIKLFPPIPAPKSNIKDLFVTTNYEKAGSSETEIEVICYIEKPGVETLEDSVF 420 



Eotaxin Receptor : 70% 

>ref |NP_001828. l| CC chemokine receptor 3 [Homo sapiens] 
ref |NP_847899. 1 1 CC chemokine receptor 3 [Homo sapiens] 
Length=355 

GENE ID: 1232 CCR3 | chemokine (C-C motif) receptor 3 [Homo sapiens] 
(Over 10 PubMed links) 

Score = 503 bits (1294), Expect = le-142 

Identities = 244/348 (70%), Positives = 287/348 (82%), Gaps = 0/348 (0%) 

Query 12 VESFETTPYEYEWAPPCEKVRIKELGSWLLPPLYSLVFI IGLLGNMMVVLILIKYRKLQI 71 

VE+F TT Y + CEK + L + +PPLYSLVF +GLLGN++ VV+ 1 L IK YR+L+ 1 
Sbjct 8 VETFGTTS YYDDVGLLCEKADTRALMAQFVPPLYSLVFTVGLLGNV WVil I L IK YRRLR I 67 

Query 72 NITNIYLFNUISDLLFLFTVPFWIHYVLW'NEWGFGHYAlCiaiLSGFYYLALYSEIFFIILL 131 

MTNIYL NLAISDLLFL T+PFWIHYV + W FGH MCK+LSGFY+ LYSEIFFIILL 
Sbjct 68 MTNI YLLNLA ISDLLFLVTLPFWIHYVRGHNWVFGHGMCKLLSGFYHTGLYSEI FF 1 1 LL 127 

Query 132 T I DR YLA I VHAVFALRART VTFATITS I ITWGLAGLAALPEF I FHESQDSFGEFSCSPRY 191 

T I DR YL A I VHAVFALRARTVTF ITSI+TWGLA LAALPEFIF+E+++ F E CS Y 
Sbjct 128 TIDRYLAIVHAVFALRARTVTFGVITSIVTWGLAVLAALPEFIFYETEELFEETLCSALY 187 

Query 192 PEGEEDSWKRFHALRNiNIFGLALPLLnfVICYSGIIKTLLRCPNKKKHKAIRLifvvmiv 251 

PE SW+ FH LRM IF L LPLL+M ICY+GI IKTLLRCP+KKK+KAIRLIFV+M V 
Sbjct 188 PEDTVYSWRHFHTLRMTIFCLVLPLLVMAICYTGIIKTLLRCPSKKKYKAIRLIFVIMAV 247 

Query 252 ff ifWTPYNLVLLFSAFHSTFLETSCQQSKHLDLAMQVTEVIAYTHCCINPVIYAFVGEr 311 

FFIFWTPYN+ +L S++ S C++SKHLDL M VTEVIAY+HCC+NPVIYAFVGER 
Sbjct 248 FF I FWTPYNVAI LLSSYQS I LFGNDCERSKHLDLVMLVTEVI AYSHCCMNPV I YAF VGER 307 

Query 312 f r kh lr 1 f fhrNVAVYLGKY IPFLPGEKMERTSSVSPSTGEQE I SWF 359 

FRK+LR FFHR++ ++LG+YIPFLP EK+ERTSSVSPST E E+S+VF 
Sbjct 308 FRKYLRHFFHRHLLMHLGRY I PFLPSEKLERTSSVSPSTAEPELS I VF 355 



PDGF B Receptor: 85% 



>ref |NP_002600. 1 1 platelet-derived growth factor receptor beta precursor [Homo sapiens] 
Length=ll06 

GENE ID: 5159 PDGFRB | platelet-derived growth factor receptor, beta polypeptide [Homo sapiens] (Over 100 PubMed 
links) 

Score = 1915 bits (4962), Expect =0.0 

Identities = 944/1106 (85%), Positives = 1021/1106 (92%), Gaps = 8/1106 (0%) 

Query 1 MGLPGVIPAlvlrgqlll-svlwllGPQTSRGLVITPPGPEFVLNISSTFVLTCSGSAPV 59 

M LPG +PAL L+G+LLL S+L LL PQ S+CLV+TPPGPE VLN+SSTFVLTCSGSAPV 
Sb jc t 1 MRLPGMIPALALKGELLLLSLLLLLEPQISQGLVVTPPGPELVLNVSSTFVLTCSGSAPV 60 

Query 60 NlWEQMSQWQEMNtNQDGTFSSVLTLTWTCKJDTGEYFCVYNNSLGPELSERKRIYIFV 1 19 

+WE+MSQ P QE A QDGTFSSVLTLTN+TG DTGEYFC +N+S G E ERKR+YIFV 
Sb jc t 61 VWERMSQEPPQEMAKAQDGTFSSVLTLTNLTGLDTGEYFCTHNDSRGLETDERKRLYIFV 1 20 

Query 1 20 PDPTMGFLPMDSEDLFIFVTDVTEniPCRVTDPQLEVTLHEKKVDI PLHVPYDHQRGFT 1 79 

PDPT+GFLP D+E+LFIF+T++TE TIPCRVTDPQL VTLHEKK D+ L VPYDHQRGF+ 
Sbjct 121 PDPTVGFLPNDAEELF I FLTE I TEI T I PCRVTDPQL WTLHEKKGDVALPVPYDHQRGFS 180 

Query 180 GTFEDKTY ICKTT IGDREVDSDTYYVYSLQVSS I NVSVNAVQT WRQGES I TI RC I VMGN 239 

G FED++YICKTTIGDREVDSD YYVY LQVSS I NVSVNAVQT WRQGE+ I T+ CIV+GN 
Sbjct 181 G I FEDRS Y I CKTT I GDRE VDSDA YYV YRLQ VSS I NVS VNA VQT WRQGEN I TLMC I V I GN 240 

Query 240 DVVNFQWTYPRMKSGRLVEPVTDYLFGVPSRIGSILHIPTAELSDSGTYTCNVSVSVNDH 299 

+VVNF+WTYPR +SGRLVEPVTD+L +P I SILHIP+AEL DSGTYTCNV+ SVNDH 
Sbjct 241 EVVNFEWTYPRKESGRLVEPVTDFLLDMPYHIRSILHIPSAELEDSGTYTCNVTESVNDH 300 

Query 300 GDEKAINISVIENGYVRLLETLGDVEIAELHRSRTLRVVFEAYPMPSVLWLKDNRTLGDS 359 

DEKAINI+V+E+GYVRLL +G ++ AELHRSRTL+VVFEAYP P+VLW KDNRTLGDS 
Sbjct 301 QDEKA IN IT VVESG YVRLLGEVGTLQFAELHRSRTLQVVFEA YPPPT VLWFKDNRTLGDS 360 

Query 360 GAGELVLSTRNMSETRYVSELILVRVKVSEAGYYTMRAFHEDDEVQLSFKLQVNVPVRVL 419 

AGE-*- LSTRN+SETRYVSEL LVRVKV+EAG+YTMRAFHED EVQLSF+LQ+NVPVRVL 
Sbjct 361 SAGEIALSTRNVSETRYVSELTLVRVKVAEAGHYTMRAFHEDAEVQLSFQLQINVPVRVL 420 

Query 420 ELSESHPANGEQTIRCRGRGMPQPNVTWSTCRDLKRCPRKLSPTPLGNSSKEESQLETNV 479 

ELSESHP +GEQT+RCRGRGMPQPN+ WS CRDLKRCPR+L PT LGNSS+EESQLETNV 
Sbjct 421 ELSESHPDSGEQTVRCRGRGMPQPNIIWSACRDLKRCPRELPPTLLGNSSEEESQLETNV 480 

Query 480 TFWEEDQEYEVVSTLRLRHVDQPLSVRCMLQNSMGGDSQEVTVVPHSLPFKvvvisaila 539 

T+WEE+QE+EVVSTLRL+HVD+PLSVRC L+N++G D+QEV VVPHSLPFKVVVISAILA 
Sbjct 481 T YWEEEQEFEV VSTLRLQHVDRPLS VRCTLRNA VGQDTQE V I V VPHSLPFK VVV I SA I LA 540 

Query 540 lvvltvisliili m 1WQKKPRYE I RWKV I ES VSSDGHE Y I Y VDPVQLPYDSTWELPRDQL 599 

LVVLT+ I SL I I L I MLWQKKPRYE I RWKV I ES VSSDGHE Y I YVDP+QLPYDSTWELPRDQL 
Sbjct 541 LVVLTIISLIILIMLWQKKPRYEIRWKVIESVSSDGHEYIYVDPMQLPYDSTWELPRDQL 600 



Query 600 
Sbjct 601 



VLGRTLGSGAFGQVVEATAHGLSHSQATMKVAVKMLKSTARSSEKQALMSELKIMSHLGP 659 
VLGRTLGSGAFGQVVEATAHGLSHSQATMKVAVKMLKSTARSSEKQALMSELKIMSHLGP 
VLGRTLGSGAFGQVVEATAHGLSHSQATMKVAVKMLKSTARSSEKQALMSELK1MSHLGP 660 



Query 660 HLNWNLLGACTKGGPI Y I ITEYCRYGDLVDYLHRNKHTFLQRHSNKHCPPSAELYSNAL 719 

HLNWNLLGACTKGGPI Y I ITEYCRYGDLVDYLHRNKHTFLQ HS+K PPSAELYSNAL 

Sbjct 661 HLNWNLLGACTKGGPI Y I ITEYCRYGDLVDYLHRNKHTFLQHHSDKRRPPSAELYSNAL 720 

Query 720 PVGFSLPSHLNLTGESDGGYMDMSKDES I DYVPMLDMKGD I KYAD I ESPSYMAPYDNYVP 779 

PVG LPSH++LTGESDGGYMDMSKDES+DYVPMLDMKGD+KYADIES +YMAPYDNYVP 

Sb jc t 721 PVGLPLPSHVSLTGESDGG™MSKDESVDYVPMLD\1KGDVKYADIESSNYMAPYDNYVP 780 

Query 780 SAPERTYRATLINDSPVLSYTDLVGFSYQVANGMDFLASKNCVHRDLAARNVLICEGKLV 839 

SAPERT RATLIN+SPVLSY DLVGFSYQVANGM+FLASKNCVHRDLAARNVLICEGKLV 

Sbjct 781 SAPERTCRATLINESPVLSTOLVGFSYQVANGMEFLASKNCVHRDLAARNVLICEGKLV 840 

Query 840 K I CDFGL ARD I MRDSNY I SKGST YLPLKWMAPES I FNS L YTTLSD VWSFG I LLWE I FTLG 899 

K ICDFGLARD I MRDSNY I SKGST+LPLKWMAPES I FNS LYTTLSDVWSFG I LLWE I FTLG 

Sbjct 841 K ICDFGLARDI MRDSNY I SKGSTFLPLKWMAPES I FNSL YTTLSD VWSFG I LLWE I RLG 900 

Query 900 GTPYPELPMNDQFYNA I KRG YRMAQPAHASDEI YE IMQKCWEEKFETRPPFSQ 1 v 1 1 ler 959 

GTPYPELPMN+QFYNA I KRG YRMAQPAHASDE I YE IMQKCWEEKFE RPPFSQLVLLLER 

Sbjct 901 GTPYPELPMNEQFYNA I KRG YRMAQPAHASDE I YE IMQKCWEEKFE I RPPFSQLVLLLER 960 

Query 960 llgegYKKKYQQVDEEFLRSDHPAILRSQARFPGIHSLRSPLDTSSVLYTAVQPNESDND 1019 

LLGEGYKKKYQQVDEEFLRSDHPAILRSQAR PG H LRSPLDTSSVLYTAVQPNE DND 

Sbjct 961 LLGEGYKKKYQQVDEEFLRSDHPAILRSQARLPGFHGLRSPLDTSSVLYTAVQPNEGDND 1020 

Query 1020 Y 1 1 PLPDPKPDVADEGLPEGSPSLASSTLNEVNTSST I SCDSp 1 e Iqeepq qa 1072 

YIIPLPDPKP+VADEG EGSPSLASSTLNEVNTSSTISCDSPLE Q+EP+ Q 

Sbjct 1021 Y I I PLPDPKPEVADEGPLEGSPSLASSTLNEVNTSST I SCDSPLEPQDEPEPEPQLELQV 1080 



Query 
Sbjct 



1073 epeaq 1 eqpqDSGCPGPLAEAEDSFL 1098 

EPE +LEQ DSGCP P AEAEDSFL 
1081 EPEPELEQLPDSGCPAPRAEAEDSFL 1 106 



qVg3 Integrin: 92% 



>ref |NP_002201. 1 1 integrin alpha-V precursor [Homo sapiens] 
Length=1048 

GENE ID: 3685 ITGAV | integrin, alpha V (vitronectin receptor, alpha 
polypeptide, antigen CD51) [Homo sapiens] (Over 100 PubMed links) 

Score = 1964 bits (5087), Expect =0.0 

Identities = 968/1049 (92%), Positives = 1008/1049 (96%), Gaps = 6/1049 (0%) 

Query 1 MAApgr 1 1 lrprpggl 1 1 1 lpgl 1 lpl ADAFNLDVESPAEYAGPEGSYF GFAVDFFEPST 60 

MA P R LR P GL LLL GLLLPL AFNLDV+SPAEY+GPEGSYFGFAVDFF PS 
Sbjct 1 MAFPPRRRLRLGPRGLPLLLSGLLLPLCRAFNLDVDSPAEYSGPEGSYFGFAVDFFVPSA 60 

Query 61 SSRMFLLVGAPKANTTQPG I VEGGQVLKCECSSSRRCQPI EFDSTGNRDYAKDDPLEFKS 120 

SSRMFLLVGAPKANTTQPGI VEGGQVLKC+ SS+RRCQPIEFD+TGNRDYAKDDPLEFKS 
Sbjct 61 SSRMFLLVGAPKANTTQPG I VEGGQVLKCDWSSTRRCQP I EFDATGNRDYAKDDPLEFKS 120 

Query 121 HQWFGASVRSKQDKILACAPLYHWRTEMKQEREPVGTCFLQDGTKTVEYAPCRSKNIDAD 180 

HQWFGASVRSKQDKILACAPLYHWRTEMKQEREPVGTCFLQDGTKTVEYAPCRS++IDAD 
Sb jc t 121 HQWFGASVRSKQDK ILACAPLYHWRTEMKQEREPVGTCFLQDGTKTVEYAPCRSQDI DAD 1 80 

Query 181 GQGFCQGGFSIDFTKADRVLLGGPGSFYWQGQLISDQVAEIISKYDPNVYSIKYNNQLAT 240 

GQGFCQGGFS I DFTKADRVLLGGPGSFYWQGQLI SDQVAE I +SKYDPNVYS IK YNNQLAT 
Sbjct 181 GQGFCQGGFS I DFTKADRVLLGGPGSFYWQGQLI SDQVAE I VSKYDPNVYS IK YNNQLAT 240 

Query 241 RTAQAIFDDSYLGYSVAVGDFNGDGIEDFVSGVPRAARTLGMVYIYDGKNMSSLHNFTGE 300 

RTAQAIFDDSYLGYSVAVGDFNGDGI+DFVSGVPRAARTLGMVYIYDGKNMSSL+NFTGE 
Sbjct 241 RTAQAIFDDSYLGYSVAVGDFNGDGIDDFVSGVPRAARTLGNIVYIYDGKNMSSLYNFTGE 300 

Query 301 QNiAAYFGFSVAATDINGDDYADVFIGAPLFMDRGSDGKLQEVGQVSVSLQRAVGDFQTTK 360 

QMAAYFGFSVAATDINGDDYADVFIGAPLFMDRGSDGKLQEVGQVSVSLQRA GDFQTTK 
Sbjct 301 QMAAYFGFSVAATDINGDDYADVFIGAPLFMDRGSDGKLQEVGQVSVSLQRASGDFQTTK 360 

Query 361 LNGFEVFARFGSAIAPLGDLDQDGFNDIAIAAPYGGEDKKGLVYIFNGRSTGLNSVPSQI 420 

LNGFE VFARFGSA I APLGDLDQDGFND I A I AAPYGGEDKKG+VYI FNGRSTGLN+ VPSQ I 
Sbjct 361 LNGFEVFARFGSA I APLGDLDQDGFNDI A I AAPYGGEDKKG I VY I FNGRSTGLNA VPSQ I 420 

Query 421 LEGQWAAQSMPPSFGYSMKGATDVDRNGYPDLVVGAFGVDRAVLYRARPVVTVNAGLEVY 480 

LEGQWAA+SMPPSFGYSMKGATD+D+NGYPDL+VGAFGVDRA+LYRARPV+TVNAGLEVY 
Sbjct 421 LEGQWAARSMPPSFGYSMKGATDIDKNGYPDLIVGAFGVDRAILYRARPVITVNAGLEVY 480 

Query 481 PS I LNQDNK ICPLPGTALKVSCFNVRFCLKADGKGTLPRKLHFQVELLLDKLKQKGA I RR 540 

PSILNQDNK C LPGTALKVSCFNVRFCLKADGKG LPRKL+FQVELLLDKLKQKGA I RR 
Sbjct 481 PSILNQDNKTCSLPGTALKVSCFNVRFCLKADGKGVLPRKLNFQVELLLDKLKQKGAIRR 540 

Query 541 ALFLHNRSPVHSKTMTVFRGGQMQCEELVAYLRDESEFRDKLTPITIFMEYRLDQRTAAD 600 

ALFL++RSP HSK MT+ RGG MQCEEL+AYLRDESEFRDKLTPITIFMEYRLD RTAAD 
Sbjct 541 ALFLYSRSPSHSKNMTISRGGLMQCEELIAYLRDESEFRDKLTPITIFMEYRLDYRTAAD 600 



Query 601 
Sbjct 601 



ATGLQPILNQFTPANVSRQAHILLDCGEDNVCKPKLEVSVNSDQKKIYIGDDNPLTLTVK 660 

TGLQPILNQFTPAN+SRQAHILLDCGEDNVCKPKLEVSV+SDQKKIYIGDDNPLTL VK 
TTGLQPILNQFTPANISRQAHILLDCGEDNVCKPKLEVSVDSDQKKIYIGDDNPLTLIVK 660 



Query 661 AQNQGEGAYEAEL I VS I PPQADF IGVVRNNEALARLSCAFKTENQTRQVVCDLGNPMKAC 720 

AQNQGEG AYEAEL I VS I P QADFIGVVRNNEALARLSCAFKTENQTRQVVCDLGNPMKAG 

Sbjct 661 AQNQGEGAYEAEL I VS I PLQADFIGVVRNNEALARLSCAFKTENQTRQVVCDLGNPMKAG 720 

Query 721 TQLLAGLRFSVHQQSEMDTSVKFDLK IQSSNSFDNVSPWSYKVDLAVLAAVE IRGVSSP 780 

TQLLAGLRFSVHQQSEMDTSVKFDL+IQSSN FD VSPWS+KVDLAVLAAVE IRGVSSP 

Sbjct 721 TQLLAGLRFSVHQQSEMDTSVKFDLQ I QSSNLFDKVSPVVSHKVDLAVLAAVE IRGVSSP 780 

Query 781 DHIFLPIP^YKENPETEEDVGPIVQHIYELRNNGPSSFSKAILNLQWPYKYNWTLLY 840 

DHIFLPIPiWE+KENVETEEDVGP+VQHIYELRNNGPSSFSKA+L+LQWPYKYNNNTLLY 

Sbjct 781 DHIFLPIPNWEI^ENPETEEDVGPVVQHIYELRNNGPSSFSKMLHLQWPYKYNNNTLLY 840 

Query 841 ILHYDIDGPMNCTADTEINPLRIK TPEKNDTAAAGQGERNHLITKRDLTLREGDV 895 

ILHYDIDGPMNCT+D EINPLRIK T EKNDT AGQGER+HLITKRDL L EGD+ 

Sbjct 841 I LHYD I DGPMNCTSDME INPLRIK I SSLQTTEKNDT- VAGQGERDHL I TKRDLALSEGD I 899 

Query 896 HTLGCG I AKCLQI TCQVGRLDRGKSA I LYVKSLLWTETFMNKENQNHSYSLKSSASFNI I 955 

HTLGCG +A+CL+ I CQVGRLDRGKSA I LYVKSLLWTETFMNKENQNHS YSLKSSASFN+ I 

Sbjct 900 HTLGCG VAQCLK I VCQVGRLDRGKSA I LYVKSLLWTETFMNKENQNHSYSLKSSASFNV I 959 

Query 956 EFPYKNLPIEDLFNSTLVTTNITOIQPAP^VPVWVIIlavlagllllavlvFV^lYRAiG 1015 

EFPYKNLPIED+ NSTLVTTN+TWGIQPAPMPVPVWVI ILAVLAGLLLLAVLVFVMYRMG 

Sbjct 960 EFPYKNLPI ED I TNSTLVTTNVTWG IQPAPMPVPVWV 1 1 LA VLAGLLLLAVLVFV^RAIG 1019 



Query 
Sbjct 



1016 FFKrvrppqeeqer eq 1 qpHENGEGNSET 1 044 

FFKRVRPPQEEQEREQLQPHENGEGNSET 
1020 FFKRVRPPQEEQEREQLQPHENGEGNSET 1048 



